Table 7 

ES # CMCC# ATCC Deposit* 



85 


5175 


PTA-1313 


86 


5176 


PTA-1314 


87 


5177 


PTA-1315 


88 


5178 


PTA-1316 


89 


5179 


PTA-1317 


90 


5180 


PTA-1318 


91 


5181 


PTA-1319 


92 


5182 


PTA-1320 


93 


5183 


PTA-1321 


94 


5184 


PTA-1322 


95 


5185 


PTA-1323 


96 


5186 


PTA-1324 


97 


5187 


PTA-1325 


98 


5188 


PTA-1326 


99 


5189 


PTA-1327 


100 


5190 


PTA-1 328 


101 


5191 


PTA-1329 


102 


5192 


PTA-1330 


103 


5193 


PTA-1331 


104 


5194 


PTA-1332 


105 


5195 


PTA-1 333 


106 


5196 


PTA-1 3^4 


107 


5197 


PTA-1 


108 


5198 


PTA-1 3^fi 


109 


5199 


PTA-1372 


110 


5200 


PTA-1373 


111 


5201 


PTA-1374 


112 


5202 


PTA-1 375 


113 


5203 


PTA-1376 


114 


5204 


PTA-1377 


115 


5205 


PTA-1378 


116 


5206 


PTA-1379 


117 


5207 


PTA-1 380 


118 


5208 


PTA-1 381 


122 


5212 


PTA-1 382 


123 


5213 


PTA-1 383 


124 


5214 


PTA-1 384 


125 


5215 


PTA-1 385 


126 


5216 


PTA-1 386 


127 


5217 


PTA-1 387 


128 


5218 


PTA-1 388 


129 


5219 


PTA-1 389 


130 


5220 


PTA-1 390 


131 


5221 


PTA-1 391 


132 


5222 


PTA-1 392 


133 


5223 


PTA-1 393 


134 


5209 


PTA-1 431 


135 


5210 


PTA-1 432 


136 


5238 


PTA-1 497 
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laoie o 

pre 7sj n 
do xnu. 


^lUHC rNcUIlC 


ES No. 


Clone Name 


lib oj 


aaooo*; 7077Tvno9 

VIUUUJ /U / /Jj.JJ'U^ 


ES 109 


M00027658B:G03 


lib oj 


i\yrooos707°j>Pi 9 

IVIUUUJ / U / OJL7 .V^y I Z. 


ES 109 


M00027660C:E03 


Jbo OJ 


lviuuuj /w / yu .sz>\jy 


ES 109 


M00027660CE03 


lib oj 


Ayiooo c .70°.op-P09 

LVIUUUJ /vOU^.vUz, 


ES 109 


M00027665B:D01 


lib oj 


a/tooo^or^. A • ao^ 


ES 109 


M00027681D:D02 


Jdo oj 


VIUUUJ / UOOD.V^Vl 


ES 109 


M00027699D:D02 


lib oj 


A/T000S70Q1 A*P0^ 
jlvluuuj 1 yjy i. A.VyUj 


ES 109 


M00027717C:G05 


lib oj 


AVTOOO^OQI A*P04 

JVIUUUJ / u7 1 .rY. v^VJ'-r 


ES 109 


M00027733DD05 


lib oj 


A/f000^70Q1 P-F1 9 

JVIUUUJ / U7 1 . JD 1 Z, 


ES 109 


M00027742C:B01 


lib OJ 


A/TOOO C ,70Q'}\R-F09 
ivluuuj /yjyjD.rxjy 


ES 109 


M00027742C:B01 


re oc 
lib oZ> 


lV/TOOO^70QQP-P0R 
ivluuuj / yjyy^.y^yjo 


ES 109 


M00027747D:D01 


TIC OC 

lib oj 


Ayf 000^71 00P-F0Q 
JVLUUUj / LV\J\^.cAjy 


FS 109 


M00027757A-B06 


"CO oc 
lib oj 


A/T000^71 00F>-"R0^ 
JVLUUUj / l\J\JLJ.ry\J~> 


FS 109 


M00027781D-E04 


T?C OC 

Jc.b oj 


A/T0O0^71 0^ A -F1 1 
JVLUUUj / LUj/\.JDx 1 


FS 109 

do L\jy 


M00027786DB01 


EC OC 
lib OJ 


A/f 000^7 1 0^ A -FTOQ 
JVIUUUJ / llFjr\.nv7 


FS 109 

J_/ O 1 


M00027803AH10 


lib OJ 


A-TOOO^ 7 1 CiATl *F0°. 
IVIUUUj / IU^JE>.rUo 


FS 109 


M00027806C*H05 


tt c cc 
lib oj 


A^000^71 0£R- AO'* 

.viuuuj / iuod.auj 


FS 109 


M00027808D*G10 


rc cc 
lib oj 


AyfOAO<.71 0/^P*F09 
IVIUUUj / lUOi^.xiUZ. 


FS 109 


M00027817B-B11 


lib oj 


A>f 000^71 o*vn-T*o£ 

IVIUUUj / xUOJL/.JDUO 


FS 109 


M00027820C-C02 


T7C OC 

lib oj 


A/T000^71 OSTVFOJ. 
JVIUUUJ / lUoD.rW 


FS 109 


M00027823C-G07 


"CO OC 

ho oj 


JVLUUUj / LUoU.liUy 


FS 109 


M00027829P-D02 


ES 85 


JVLUUUj / lUoJLJ.IiUy 


rc 10Q 
lio l\Jy 


M00097S^^P-D01 


ho oj 


AvTAOO<71 19TVR0Q 
JVLUUUj / L LZJJ.rsUV 


FS 1 10 

±2>0 1 1U 


M00042^4S A -Fl 2 


"CO OC 

±10 5j 


JVLUUUj / 1 I4xJ.Jt>xU 


FS 1 10 

HO 1 lU 


M00049^2^ AP05 


ho oj 


JVLUUUj / 1 L / D.kj J 1 


FS 1 1 0 

JZO i 1U 


M00042^21PF08 


"CC OC 

lib OJ 


JVLUUUj /II o^.LUZ 


FS 1 10 

CO L IV 


M00042525D-E01 


T7C 

Jbb OJ 


A,f 000^71 90TYF1 9 
IVIUUUj / IZUU.lilZ 


FS 1 10 

.do I iv 


M00042527B-D07 


CC 

lib OJ 


A/T000^71 9AT^-Fi1 0 
JVLUUUJ / LAHXj *U L\J 


FS 1 10 


M00042528C-F11 


lib oj 


A/T000^71 97 A *F1 1 
IVIUUUj / IZ JJ\.r 1 1 


FS 1 1 0 


M00042529C-G07 


T7 0 OC 

ho oj 


A/T000^71 97Ti-P^07 
JVLUUUj / 1Z /Jd.OU / 


FS 1 10 

dO 1 lv 


M00042532A*F08 


"CC qc 

lib oj 


A/T000^71 ^OP-TTI 1 
IVIUUUj / I jU^.HI I 


FS 1 10 

CiO 1 JIU 


M00042534A-B07 


T7 O OC 

lib oj 


A^000^71 ^1 P-"R01 
IVIUUUj / 1 jI^.JdUI 


FS 1 1 0 

EjO 1 1U 


M00042536DF01 


CC Q< 

ho oj 


A/T 000^.71 ^9P*F0R 
IVIUUUj / I jZL/.rliO 


FS 1 10 

_L<l3 1 1U 


M00042537A*H05 


"CC Qc. 

Jbb oj 


AyTOOO^\71 ^^Fi-F01 
IVIUUUj / 1 jJJLJ.rui 


FS 1 10 


M00042538B-E06 


UQ OC 

ho oj 


A/f 000^71 ^AA *P01 
IVIUUUj / 


FS 1 10 


M00042538D-A08 


ho OJ 


A/T000^71 ^AP* A01 


ES 110 


M00042539C:E05 


Jib 0 J 


a/tooo^71 ^drvrn 0 

IVIUUUJ / 1 J41J.U1U 


FS 1 10 

J_/|J 1 Iv 


M00042540A*H06 


"CC oc 

ho oj 


AyTOOO^I ^^Fl-TTOJ. 
IVIUUUj / 1 J jU.JclUH 


FS 1 10 

JU/O 1 IV 


M00042540D-F03 

XVJ.V/ V/U^£<J^VX/ .X v/.^ 


"CC OC 

lib oj 


A>T000^71 A -F01 
IVIUUUj / IjOA.rUl 


FS 1 10 

CO 1 lu 


M00042540D-H05 


"CC QC. 

ho OJ 


A/f 000^71 Al R-R09 
IVIUUUj / l'4Ir>.r>UZ 


FS 1 1 0 

Do 1 1U 


M00042 i S43C-H02 


FS R c 

EjO oj 


M00057141D*D02 


ES 110 


M00042544B:D02 


ES 85 


M00057142A:A07 


ES 110 


M00042544C:F10 


ES 85 


M00057143C:E05 


ES 110 


M00042547A:A02 


ES 85 


M00057145A:D05 


ES 110 


M00042547B:D11 


ES 85 


M00057146D:C09 


ES 110 


M00042547C:F02 
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Table 8 
ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 85 


M00057147A:A01 


ES 110 


M00042551A:D09 


ES85 


M00057150A:C10 


ES 110 


M00042556A:D04 


ES 85 


M00057151A:B04 


ES 110 


M00042563C:E02 


ES 86 


M00057154A:D06 


ES 110 


M00042563C:E02 


ES 86 


M00057154C:B04 


ES 110 


M00042563D:G09 


ES 86 


M00057161B:E09 


ES 110 


M00042564B:H11 


ES 86 


M00057162A:C07 


ES 110 


M00042565A:H03 


ES 86 


M00057162B:H02 


ES 110 


M00042565C:A08 


ES 86 


M00057162D:D10 


ES 110 


M00042567D:C01 


ES 86 


M00057163D:B01 


ES 110 


M00042570D:H02 


ES 86 


M00057165D:E12 


ES 110 


M00042573C:A07 


ES 86 


M00057167B:E12 


ES 110 


M00042574B:H08 


ES 86 


M00057167B:G12 


ES 110 


M00042575C:D01 


ES 86 


M00057167D:B07 


ES 110 


M00042693D:E04 


ES 86 


M00057170C:H03 


ES 110 


M00042694C:E02 


ES 86 


M00057174B:C06 


ES 110 


M00042695B:H05 


ES 86 


M00057174B:G12 


ES 110 


M00042700B:A01 


ES 86 


M00057174C:H12 


ES 110 


M00042700B:D03 


ES 86 


M00057180A:H11 


ES 110 


M00042700B:D03 


ES 86 


M00057181C:D06 


ES 110 


M00042700D:H05 


ES 86 


M00057182D:B11 


ES 110 


M00042704A:F04 


ES 86 


M00057189B:G05 


ES 110 


M00042704A:F09 


ES 86 


M00057191A:A03 


ES 110 


M00042704D:E02 


ES 86 


M00057192B:E02 


ES 110 


M00042705A:D02 


ES 86 


M00057192D:G02 


ES 110 


M00042706C-.A04 


ES 86 


M00057196A:E03 


ES 110 


M00054596B:G11 


ES 86 


M00057196C:F04 


ES 110 


M00004101C:H01 


ES 86 


M00057203C:E06 


ES 111 


M00042711C:G11 


ES 86 


M00057208A:A02 


ES 111 


M00042711D:C04 


ES 86 


M00057208C:C06 


ES 111 


M00042712B:B10 


ES 86 


M00057208C:D08 


ES 111 


M00042717D:D04 


ES 86 


M00057211B:F07 


ES 111 


M00042718B:C03 


ES 86 


M00057211D:A06 


ES 111 


M00042720C:D06 


ES 86 


M00057215B:B02 


ES 111 


M00042720D:G10 


ES 86 


M00057217B:B07 


ES 111 


M00042721A:G07 


ES 86 


M00057218D:C01 


ES 111 


M00042727C:H12 


ES 86 


M00057223C:C06 


ES 111 


M00042728D:E07 


ES 86 


M00057224B:C10 


ES 111 


M00042732A:G09 


ES 86 


M00057226D:C05 


ES 111 


M00042735C:G02 


ES 86 


M00057229D:F06 


ES 111 


M00042735D:A07 


ES 86 


M00057230C:D12 


ES 111 


M00042738B:D10 


ES 86 


M00057231C:G09 


ES 111 


M00042739D:D01 


ES 86 


M00057231D:A09 


ES 111 


M00042741D:D10 


ES 86 


M00057232B:D06 


ES 111 


M00042742B:H03 


ES 86 


M00057233A:F07 


ES 111 


M00042742C:A06 
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Table 8 
ES No. 


Clone Name 


ES No. 


Clone Name 


ES 86 


M00057233B:E04 


ES 111 


M00042742D:D05 


ES 86 


M00057236B:H06 


ES 111 


M00042746B:F02 


ES 86 


M00057237A:B11 


ES 111 


M00042746D:B09 


ES 86 


M00057239A:G08 


ES 111 


M00042750D:B09 


ES 86 


M00057241B:B04 


ES 111 


M00042881D:C08 


ES 86 


M00057242B:F07 


ES 111 


M00042883A:F12 


ES 87 


M00057242D:B09 


ES 111 


M00042886C:C03 


ES 87 


M00057242D:H05 


ES 111 


M00042886C:F01 


ES 87 


M00057249A:C06 


ES 111 


M00042887C:D07 


ES 87 


M00057259A:H10 


ES 111 


M00042889B:A09 


ES 87 


M00057259B:B08 


ES 111 


M00042890D:C08 


ES 87 


M00057266C:D04 


ES 111 


M00042891B:C04 


ES 87 


M00057266C:G12 


ES 111 


M00042893B:C08 


ES 87 


M00057268C:E10 


ES 111 


M00042900C:C07 


ES 87 


M00057270B:H09 


ES 111 


M00042901B:A03 


ES 87 


M00057270C:E04 


ES 111 


M00042902A:C04 


ES 87 


M00057271C:E01 


ES 111 


M00042905A.F11 


ES 87 


M00057272A:B03 


ES 111 


M00042905C:C10 


ES 87 


M00057272C:H04 


ES 111 


M00042908D:G01 


ES 87 


M00057272D:A01 


ES 111 


M00042909B:G04 


ES 87 


M00057275B:A12 


ES 111 


M00042911A:H03 


ES 87 


M00057277B:C09 


ES 111 


M00042914D:B10 


ES 87 


M00057277B:E10 


ES 111 


M00054792D:E09 


ES 87 


M00057279A:G02 


ES 111 


M00054793D:B07 


ES 87 


M00057280C:A06 


ES 111 


M00054798D:F01 


ES 87 


M00057283A:E06 


ES 111 


M00054913C:G03 


ES 87 


M00057288D:E08 


ES 111 


M00054915D:E07 


ES 87 


M00057291C:B06 


ES 111 


M00054917B:F09 


ES 87 


M00057297A:F03 


ES 111 


M00054917D:D12 


ES 87 


MO00573O0B:F02 


ES 111 


M00054918C:D03 


ES 87 


M00057301B:H12 


ES 112 


M00054918D:C11 


ES 87 


M00057304A:E01 


ES 112 


M00055426B:B02 


ES 87 


M00057306B:H07 


ES 112 


M00055426C:H06 


ES 87 


M00057312B:E11 


ES 112 


M00055427A:F01 


ES 87 


M00057318B:B09 


ES 112 


M00055428C:A02 


ES 87 


M00057318C:A03 


ES 112 


M00055429A:H05 


ES 87 


M00057324A:D12 


ES 112 


M00055430B:H02 


ES 87 


M00057325C:C10 


ES 112 


M00055431C:E09 


ES 87 


M00057333A:F09 


ES 112 


M00055438C:C06 


ES 87 


M00057334B:F01 


ES 112 


M00055438C:H10 


ES 87 


M00057337B:G02 


ES 112 


M00055441B:D02 


ES 87 


M00057340B:C12 


ES 112 


M00055445D:G06 


ES 87 


M00042355A:G02 


ES 112 


M00055446C:B06 


ES 87 


M00042355D:C01 


ES 112 


M00055447D:H04 


ES 87 


M00042442D:A02 


ES 112 


M00055447D:H04 
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1 able 8 

bo JNO. 


Clone Name 


bo JNO. 


Clone Name 


T7 c on 

bo 8/ 


A /f AAA/1 1/1 A /I TV f"^ AC 

M00042444b>.U0j 


TJC 1 1 O 

bo 1 12 


MU0U->j445A.1J0o 


bo 87 


A yf AAA/1 1/1 /t /1T\.TTA0 

M00042444D:ri08 


bo 1 12 


A /f AAAC C A A O/^.TUAI 

M000 5!>44oL,:bO / 


T7C O'l 

bo 8 / 


A/TAAA/11/1 ^Af\.U1 A 


"DO 1 

bo 1 12 


A/TAAA^</1<AA .PAO 

M000 j j 4 j OA . IjOy 


TJC on 

bo o / 


Ayf A A A/1 0 /I CQ/'^.'DAI 


T7C 111 
bo 112 


a yr a a a <; c a z at^\ . r> a q 


"DC ©1 

bo 8/ 


A/f AAA/11/1 £A"T\. AA7 

M000424oUJJ.AU / 


"DC 111 

bo 1 12 


A/TAAA^^/1^1 A .TTAI 

MOOUD j4j 1 A.rO / 


bo 0 / 


A A AA Pi A 1 C 1 HC* .TJA1 

MUUU4Z3 1/UrU/ 


"DC 111 

bo l iz 


AAAAA^^/1^1 A -T71 1 

MUOOj 343 1 A.r 1 1 


bo 0/ 


AyfAAA/IICI CH- AH^ 
1VLUUU4ZD ioJJ.AUO 


bo i iz 


iVIUUUj j4j lCLrl 1 


"DC C7 

bo 0/ 


A/f AAA/11C1A A -T7A/1 

JVlUUU4Z:>ZUA.rU4 


bo 1 IZ 


A/fAAA^^/1 ^/^.DAI 


bo OO 


A/TAAA/11C1A A .TJAQ 

MUU04zj20A.r09 


"DC 111 

bo 112 


A A A A A-*; ^ A ^ 1 • "D A 1 

M00033433C^.bO 1 


bo 05 


A/TAAA/11C1A A .T7AO 


"EC 111 

bo 1 12 


AyfAAA^ C/1 ^ A A . A A1 

M000j!>4j4A: AU / 


"DC OO 

bo 05 


M00U4329oC:B10 


T?C 111 

bo 1 12 


A/TAAAC^/f ^ /J A .U1 1 

M000jj4D4A;rll 1 


bS 88 


XfAAA^IIAA A .TT1 1 

M00043300A:H1 1 


"DC 111 

bo 112 


A /FA A AC C /IC/IP-PAC 

M0005d434C:Cj05 


bo 88 


A A AA A A O 1 A 1 A ."DA/C 

M00043 3 0 1 Air 06 


"DC 111 

bo 112 


A /fAAA CC /I C /C"P\."C 1 1 

M00055456D:r 12 


bS 88 


M0004330 1D:H09 


bo 112 


A fAAAC C A iC O T^.TT 1 A 

M00055463D:rllO 


ES 88 


X iTAAA/1T>A/1 A .T\A1 

JVL00043 3 04A:D0 1 


bo 112 


A fAAACf /f £ A A .T7AC 

M00055464A:r05 


T"?C OO 

bo 88 


M00043304B:C05 


T7C 1 111 

bo 112 


A /TAAACf /I /riTV.TiAO 

M00055466D:B08 


"CO 00 

bo 88 


A JAAA >)01A/1D.r , AC 

M00043304B:C05 


"DC 111 

bo 112 


A yTAAAC C /t 7Ar> A 1 

M00055470B:G01 


bS 88 


A JAAA A 11A^r\,Dm 

M00043306D:B07 


T7 C 111 

bo 112 


AjTAAACC/1A1 a .pao 

M00055491A:Cj08 


ES 88 


A JAAA <m nnn .ttah 

M00043 3 09B :H07 


T7C 111 

bo 112 


H iTAAACf /)Ai<r\ / — </\/~\ 

M0005 5494D : C09 


ES 88 


a jrrvn^ /i o i 1 /"\y> nrvo 


ES 112 


M00055495A:G02 


ES 88 


M000433 13A:A03 


ES 112 


M00055495C:D05 


ES 88 


M000433 13 A:G07 


ES 112 


M0005 5495 C :F03 


ES 88 


M000433 13D:C06 


ES 112 


M00055495D:E02 


ES 88 


H ^AAA/IOT 1 Af~* TTA /t 

M00043314C:H04 


T^O 111 

ES 112 


M00055496A:F09 


bo 05 


A fAAA /J "3 1 1 "7 A .TTA 1 

MU0U433 1 /A.ri.0 1 


T? o 111 

bo 1 12 


A /TAAACC A C\ /TTi . T? A^7 

M00055496B:b07 


T7 O OO 

bo 88 


A /TAAA/n 1 1 H . TTA /I 

M00043 3 1 7C:r 04 


TTO 111 

bo 112 


A /TAAACC /lA^P.PAA 

M00055496C:C09 


bo 05 


a a AAA/1 inir.nrt/i 
M00U43323C:L)U4 


TTC 111 

bo 1 12 


A/TAAACC/IAO A .TTAA 

M0003j49oA:rl0y 


bo 88 


A vfAAA/1 0 10 /1"n*.T\A/l 

M00043324D.D04 


rjc 111 

bo 112 


A K AAACC CAAf\.DAC 

M00055500D:B05 


ES 88 


A /TA AA /I O 1 T7TV.T T A1 

M00043 327D:H02 


T70 111 

bo 112 


A JA AAC C C A >1 O.AAO 

M00055504C:D08 


ES 88 


A ifAAA/nO^Tn.TTAI 

M00043327D:H02 


T7C 111 

ES 112 


H/AAArrCACT\ A 1A 

M00055505D:A10 


ES 88 


A JAAA /nn ZTT1 .T7/"iO 

M00043336B:b08 


T"?0 111 

ES 112 


\ TAAAC AOT\ T^TVI 

M00055508D:E03 


ES 88 


M00043338A.B03 


ES 112 


Tl JAAATCf AA/^i T taa 

M00055509C:H09 


T7C OO 

bb 05 


MUU04333oB:A03 


T7C 111 

bo 112 


A VTArvAC C C 1 AF> .TiriT 

M000555 10B.B07 


"DC OO 

bS 08 


A /TAAA AO O /ten ,PAO 

M00043 345B : C03 


T7C 1 1 O 

bo 113 


A<fAAACCC1 1 TV.T7AA 

M0005551 lD:b09 


bo 05 


A-f aaa/i ii/nD .rn 
MUUU4334 /B.OriZ 


lire iii 
bo 113 


A A AAACC C 1 

M000 D jj 12C:(jr0o 


bo 00 


Ayf AAA/I11/IO A .PA5 

MUUU43 34y A: o 


"DC 1 1 1 

bo 113 


AyfAAACCC 1 

M000DD D 12L):JJ0 / 


■no 00 

bo 00 


A /f A A A A 1 1 C A"D . TJT A /C 

MUUU43330B:riUo 


T?C 110 

bo 113 


AyfAAACCC 1 1T\."DAO 

M0003D3 12U:r 08 


bo 88 


A /f AAA /til C AP.UAA 

M00043 3 30C : riO 9 


"DC 111 

bo 113 


A fAAACCC 1 ^/^.T^A/C 

M000555 13C:D06 


ES 88 


A 4AAA /| / )OC1 A «T~?n A 

M00043352A:E09 


T7C 1 1 O 

ES 113 


a /r r\/~\/~\ C £ C 1 /I T~\ TTAC 

M000555 14D:H05 


"DC OO 

bo 08 


A jTAAA /IT! CIR.DAC 

M00043 3 5 2D : B 05 


"DC 111 

bo 113 


A /TAAAC CC1 /TTi .r?AO 

M00055516B:E08 


bo 00 


AyfAAA/l'n^/IT^./^A 1 


T?0 111 

bo 113 


A TAAAC CC 1 1T>.T\AO 

M.UUUDJD 1 /B:U03 


ES 88 


M00043355D:H11 


ES 113 


M00055519B:C06 


ES 88 


M00043361D;D05 


ES 113 


M00055519C:H07 


ES 88 


M00043365A.C06 


ES 113 


M00055520C:A06 


ES 88 


M00043374A:B02 


ES 113 


M00055522A:E07 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 88 


M00043374B.-B06 


ES 113 


M00055522D:C02 


ES 88 


M00043377A:C03 


ES 113 


M00055522D:C02 


ES 88 


M00043379D:C07 


ES 113 


M00055523D:C03 


ES 88 


M00043381B.-E10 


ES 113 


M00055525C:B07 


ES 88 


M00043386D:A06 


ES 113 


M00055526D:F09 


ES88 


M00043388D:C09 


ES 113 


M00055527C.-E02 


ES88 


M00043394D-.B06 


ES 113 


M00055527C:E04 


ES 88 


M00043397B:B02 


ES 113 


M00055527D-.G11 


ES 88 


M00043397GB09 


ES 113 


M00055528C:F06 


ES 88 


M00043503C:C08 


ES 113 


M00055529D:B02 


ES 88 


M00043503C:E05 


ES 113 


M00055530D:B07 


ES 89 


M00043504C:G06 


ES 113 


M00055532C:G08 


ES 89 


M00043504D:G08 


ES 113 


M00055534C.-H01 


ES 89 


M00043506A:H09 


ES 113 


M000S5536C:E06 


ES89 


M00043507A:D05 


ES 113 


M00055536C:F03 


ES 89 


M00043508A.-A08 


ES 113 


M00055538B:H11 


ES 89 


M00043508D:C01 


ES 113 


M00055542C:C01 


ES 89 


M00054486A-.B11 


ES 113 


M00055542C:F06 


ES 89 


M00054493A:A10 


ES 113 


M00055542D:A09 


ES 89 


M00054494A:E01 


ES 113 


M00055543A:C05 


ES 89 


M00054496A:B09 


ES 113 


M00055543A.-C05 


ES 89 


M00054499B:E11 


ES 113 


M00055543C:G08 


ES 89 


M00054499B.-E11 


ES 113 


M00055544A:E04 


ES 89 


M00054502A:D01 


ES 113 


M00055544B:B02 


ES 89 


M00054502C:E02 


ES 113 


M00055545C:H12 


ES89 


M00054507A:C11 


ES 113 


M00055547D:D10 


ES 89 


M00054510D:H09 


ES 113 


M00055547D:E05 


ES 89 


M00054513A:A12 


ES 113 


M00055548A:F04 


ES 89 


M00054518D-.D03 


ES 113 


M00055548C.-E12 


ES 89 


M00054520C:B05 


ES 113 


M00055548C:E12 


ES 89 


M00054521D.F04 


ES 113 


M00055552A-.C09 


ES 89 


M00054522B-.H11 


ES 113 


M00055553B:H04 


ES 89 


M00054523D:A10 


ES 113 


M00055553D:C07 


ES 89 


M00054524D:B02 


ES 113 


M00055553D:H02 


ES 89 


M00054534D:D02 


ES 113 


M00055556C:H09 


ES 89 


M00054535C-.H09 


ES 113 


M00055560B.-B12 


ES 89 


M00054542C:A08 


ES 114 


M00055560B:F02 


ES 89 


M00054551C:G03 


ES 114 


M00055560C:F06 


ES 89 


M00054555C:G12 


ES 114 


M00055563A:A02 


ES 89 


M00054561D.E06 


ES 114 


M00055572A.-B12 


ES 89 


M00054563B:C09 


ES 114 


M00055572C:F03 


ES 89 


M00054568A:G11 


ES114 


M00055575A:D08 


ES 89 


M00054569A.H07 


ES 114 


M00055578A:H09 


ES89 


M00054571C:C01 


ES 114 


MO0O55581D.B01 


ES89 


M00054572B:C01 


ES 114 


M00055582B:E04 
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ESNo. 


Clone Name 


ES 89 


M00054575C-.C01 


ES 114 


M00055583B:B04 


ES 89 


M00054580C:D11 


ES 114 


M00055583B:H05 


ES 89 


M00054583A:F05 


ES 114 


M00055584A.-C1 1 


ES 89 


M00054587A:F09 


ES 114 


M00055584D:G06 


ES 89 


M00054590C:G02 


ES 114 


M00055586C.-F05 


ES 89 


M00054591GH07 


ES 114 


M00055586D:F02 


ES 89 


M00054595A:B02 


ES 114 


M00055591C.-H01 


ES 89 


M00054595B:H09 


ES 114 


M00055592D:A05 


ES 89 


M00054596B:B07 


ES 114 


M00055594B:A01 


ES 89 


M00054600D:G07 


ES 114 


M00055597C:E08 


ES 89 


M00054601A:H10 


ES 114 


M00055601C:D09 


ES 89 


M00054601D:E08 


ES 114 


M00055602B:G10 


ES 89 


M00054602A:C04 


ES 114 


M00055602C:E07 


ES 90 


M00054602B:D02 


ES 114 


M00055609A:G03 


ES 90 


M00054604A:D09 


ES 114 


M00055609D.F12 


ES 90 


M00054604A.-D09 


ES 114 


M00055613A:D10 


ES 90 


M00054605CD01 


ES 114 


M00055613A:E02 


ES 90 


M00054609A.F01 


ES 114 


M00055618C:A06 


ES 90 


M00054609D:H06 


ES 114 


M00055628A:A08 


ES 90 


M00054611C.F02 


ES 114 


M00055630B:E09 


ES 90 


M00054613A:D09 


ES 114 


M00055633D.-A02 


ES 90 


M00054613A:D09 


ES 114 


M00055633D:G11 


ES 90 


M00054617B:A09 


ES 114 


M00055635A:H10 


ES 90 


M00054621B.C06 


ES 114 


M00055635B.E10 


ES 90 


M00054621D:D11 


ES 114 


M00055635C:G04 


ES 90 


M00054629C:E09 


ES 114 


M00055636A:F10 


ES 90 


M00054636B:B03 


ES 114 


M00055647C:B04 


ES90 


M00054636C:A02 


ES 114 


M00055653A:H04 


ES 90 


M00054636C:F02 


ES 114 


M00055656A:E09 


ES90 


M00054638A:D09 


ES 114 


M00055662C:A04 


ES 90 


M00054638B:C08 


ES 114 


M00055664C-.A08 


ES 90 


M00054646C:B01 


ES 114 


M00055668B:B07 


ES 90 


M00054647D:H02 


ES 114 


M00055679A:A07 


ES 90 


M00054648C:H10 


ES 114 


M00055681B.-G02 


ES 90 


M00054660D:F05 


ES 114 


M00055685D:E01 


ES 90 


M00054665B:H08 


ES 114 


M00055686D:E11 


ES 90 


M00054665D:E11 


ES 114 


M00055687C-.F01 


ES 90 


M00054677C:D02 


ES 114 


M00055688C.-B04 


ES 90 


M00054678A:E07 


ES 114 


M00055689A:G12 


ES 90 


M00054679B:D12 


ES 115 


M00055689D.F02 


ES 90 


M00054680B:E06 


ES 115 


M00055689D:F07 


ES 90 


M00054680DJB11 


ES 115 


M00055691B:E07 


ES 90 


M00054681C:B02 


ES 115 


M00055692D:E07 


ES 90 


M00054684C:H12 


ES 115 


M00055701C.D10 


ES 90 


M00054689D:E12 


ES 115 


M00055703A:B08 
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Clone Name 


ESNo. 


Clone Name 


ES90 


M00054691A:E05 


ES 115 


M00055703B:B06 


ES 90 


M00054692B:D01 


ES 115 


M00055703B:C05 


ES 90 


M00054694D-.G04 


ES 115 


M00055703C:G09 


ES 90 


M00054706B:C09 


ES 115 


M00055704C:D07 


ES 90 


M00054707B.-B08 


ES 115 


M00055705C:G07 


ES90 


M00054707B:E05 


ES 115 


M00055706A:A01 


ES 90 


M00054713A:D12 


ES 115 


M00055706B:G01 


ES 90 


M00054720D:D12 


ES 115 


M00055707D:C08 


ES 90 


M00054720D:F11 


ES 115 


M00055709B-.G09 


ES 90 


M00054721C.-F11 


ES 115 


M00055716C:B04 


ES 90 


M00054722C:D01 


ES 115 


M00055717B:F04 


ES 90 


M00054722D:C08 


ES 115 


M00055718A:F05 


ES 90 


M00054726A:F08 


ES 115 


M00055720B:G09 


ES90 


M00054727D:E10 


ES 115 


M00055720QA06 


ES 90 


M00054727D:H06 


ES 115 


M00055720D-.A01 


ES90 


M00054728B:E08 


ES 115 


M00055721B:F06 


ES91 


M00054728D:B10 


ES 115 


M00055721B:F06 


ES91 


M00054729A:E01 


ES 115 


M00055721C.E05 


ES91 


M00054731C:C12 


ES 115 


M00055723A:B08 


ES91 


M00054732D:E03 


ES 115 


M00055723D:E05 


ES91 


M00054734D:H10 


ES 115 


M00055724D:D09 


ES91 


M00054739A:G03 


ES 115 


M00055726B:B08 


ES91 


M00054739C.D03 


ES 115 


M00055726C:D12 


ES91 


M00054739C:E06 


ES 115 


M00055726C.G10 


ES91 


M00054740A:H08 


ES 115 


M00055729D:A06 


ES91 


M00054741A:C10 


ES 115 


M00055731A:H12 


ES91 


M00054741A:E10 


ES 115 


M00055733A:G11 


ES91 


M00054741D:G10 


ES 115 


M00055734C:H05 


ES91 


M00054743C:E02 


ES 115 


M00055735C:C07 


ES91 


M00054745D-.A03 


ES 115 


M00055735C:G05 


ES91 


M00054747A:F01 


ES 115 


M00055736A:D06 


ES91 


M00054747D:C06 


ES 115 


M00055736B:G03 


ES91 


M00054750C:D12 


ES 115 


M00055736C.G07 


ES91 


M00054752B:A07 


ES 115 


M00055740B.B12 


ES91 


M00054755B:H06 


ES 115 


M00055740B:F09 


ES91 


M00054759A:B08 


ES 115 


M00055743B:C12 


ES91 


M00054760A.A12 


ES 115 


M00055744B:C08 


ES 91 


M00054762B:F07 


ES 115 


M00055744C:F08 


ES91 


M00054765B:C05 


ES 115 


M00055744C:F09 


ES91 


M00054766C:B04 


ES 115 


M00055744D:G08 


ES91 


M00054769A:F07 


ES 115 


M00055747C:D09 


ES91 


M00054772C:C06 


ES 115 


M00055749D:H1 1 


ES 91 


M00054773A:A12 


ES 116 


M00055751C.-D01 


ES91 


M00054776B-.F01 


ES 116 


M00055755C:D02 


ES91 


M00054779A:F07 


ES 116 


M00055755D:H03 
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ES No. 


Clone Name 


ES No. 


Clone Name 


ES91 


M00054780C:G08 


ES 116 


M00055761D:C03 


ES91 


M00054781B:B04 


ES 116 


M00O55763B:E06 


ES91 


M00054802A-.G02 


ES 116 


M00055765A:B05 


ES91 


M00054804D:H12 


ES 116 


M00055766A:H03 


ES91 


M00054808A:D07 


ES 116 


M00055768A:B05 


ES91 


M00054808B:F08 


ES 116 


M00055770C:G01 


ES 91 


M00054810B:H02 


ES 116 


M00055771A:A11 


ES91 


M00O54812B:A05 


ES 116 


M00055771A:D01 


ES91 


M00054812D:C07 


ES 116 


M00055771C:A11 


ES91 


M00054812D:C07 


ES 116 


M00055771C.F05 


ES 91 


M00054815C:E01 


ES 116 


M00O55771D:DO4 


ES 91 


M00054816C:D11 


ES 116 


M00055771D:FO7 


ES 91 


M00054821A:C11 


ES 116 


MOOG55774C:E01 


ES 91 


M00054823D:H07 


ES 116 


M00055774D:G03 


ES 91 


M00054826B:C10 


ES 116 


M00055775C:B10 


ES91 


M00054826B:E05 


ES 116 


M00055775D:C06 


ES91 


M00054826D:C10 


ES 116 


M00055778A-.F09 


ES91 


M00054827B:H01 


ES 116 


M00055779B:A02 


ES 92 


M00054832D:E09 


ES 116 


M00055780B:B07 


ES 92 


M00054836A:B05 


ES 116 


M00O55780D:GO8 


ES 92 


M00054839B:B02 


ES 116 


M00055781C.-C05 


ES 92 


M00054839C:F06 


ES 116 


M00055782A:F02 


ES 92 


M00054841D:B07 


ES 116 


M00055783A:C11 


ES 92 


M00054841D:B07 


ES 116 


M00055785B:F03 


ES 92 


M00054842D:C11 


ES 116 


M00055785C:E08 


ES 92 


M00054844D:F06 


ES 116 


M00O55786A:DO5 


ES 92 


M00054849D:H11 


ES 116 


M00055788D:A03 


ES 92 


M00054851B:E03 


ES 116 


M00055790C:H02 


ES 92 


M00054854D:E08 


ES 116 


M00055791A:D05 


ES 92 


M00054856D:A02 


ES 116 


M00055791D:F03 


ES 92 


M00054857D:E12 


ES 116 


M00055792B:G09 


ES 92 


M00054862B:B07 


ES 116 


M00055792D:E07 


ES 92 


M00054863B:GO3 


ES 116 


M00055794A:G11 


ES 92 


M00054865B:H04 


ES 116 


M00055794C:B06 


ES 92 


M00054866C:G07 


ES 116 


M00055796D:E10 


ES 92 


M00054867A:C07 


ES 116 


M00055797A-.D08 


ES 92 


M00O54867B:B02 


ES 116 


M00055797B:E07 


ES 92 


M00054867C:B07 


ES 116 


M00055798B:C06 


ES 92 


M00054869C:D01 


ES 116 


M00055800A:D08 


ES 92 


M00054870B:D09 


ES 116 


M00055800B:C08 


ES 92 


M00054875B:C04 


ES 116 


M00055802A:D08 


ES 92 


M00054876B:G03 


ES 116 


M00055802A:G02 


ES 92 


M00054877A:H12 


ES 116 


M00055802B:H04 


ES 92 


M00054895B:D09 


ES 116 


M00055802C:F12 


ES 92 


M00054899D:F07 


ES 116 


M0O0558O3B:All 
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ESNo. 


Clone Name 


ES92 


M00054899D:G01 


ES 117 


M00055803C:D08 


ES92 


M00054903D:C12 


ES 117 


M00055804A:F03 


ES 92 


M00054908B:F07 


ES 117 


M00055804B:F01 


ES92 


M00054910D:G06 


ES 117 


M00055805B:C07 


ES92 


M00054926D:F01 


ES 117 


M00055805C:D10 


ES92 


M00054927B:E08 


ES 117 


M00055806A:H12 


ES92 


M00054931C:A09 


ES 117 


M00055806B:F07 


ES 92 


M00054933A.-D07 


ES 117 


M00055806C:E09 


ES 92 


M00054934C:D03 


ES 117 


M000558O7B.-G1O 


ES 92 


M00054935A:E01 


ES 117 


M00055807B:G10 


ES92 


M00054935A:G04 


ES 117 


M00055807D-.C04 


ES 92 


M00054937A:B03 


ES 117 


M00055808C:G11 


ES92 


M00054937B:A12 


ES 117 


M00055811A:A08 


ES 92 


M00054937B:F03 


ES 117 


M00055811D:C12 


ES 92 


M00054937C:B10 


ES 117 


M00055812A:E01 


ES92 


M00054941C:G04 


ES 117 


M00055814C-.D11 


ES 92 


M00054943C:C04 


ES 117 


M00055816B:F01 


ES92 


M00054943D:C03 


ES 117 


M00055817B:F01 


ES92 


M00054945C:G07 


ES 117 


M00055817C:C08 


ES 92 


M00054947B:G12 


ES 117 


M00055817C:D08 


ES 92 


M00054949A.E03 


ES 117 


M00055818A:F12 


ES 93 


M00054949C:A07 


ES 117 


M00055818D:E10 


ES93 


M00054950D.G06 


ES 117 


M00055820A:E08 


ES 93 


M00054952A:F01 


ES 117 


M00055820B-.E05 


ES 93 


M00054952C:H06 


ES 117 


M00055820C:C08 


ES93 


M00054953D:G10 


ES 117 


M00O55820D:G10 


ES 93 


M00054954B:C03 


ES 117 


M00055821A:A06 


ES 93 


M00054954D:F01 


ES 117 


M00055821A:G12 


ES 93 


M00054957A:B02 


ES 117 


M00055822B:H04 


ES 93 


M00054959C.C11 


ES 117 


M00055823B.D03 


ES 93 


M00054963C:H11 


ES 117 


M00055823C:D11 


ES 93 


M00054963D:H04 


ES 117 


M00055825B.-E03 


ES 93 


M00054964A:H11 


ES 117 


M00055826A:F04 


ES 93 


M00054965B:H02 


ES 117 


M00055827B:D02 


ES 93 


M00054970D:G03 


ES 117 


M00055827D:A02 


ES93 


M00054973B-.A10 


ES 117 


M00055827D:C06 


ES 93 


M00054975C:C04 


ES 117 


M00055827D:E05 


ES 93 


M00054980D:C02 


ES 117 


M00055829C.G09 


ES 93 


M00054981C:E11 


ES 117 


M00055830A:G10 


ES 93 


M00054981D.C06 


ES 117 


MO0O55832D:E12 


ES 93 


M00054984D:B12 


ES 117 


M00055833D:A11 


ES93 


M00054984D-.C07 


ES 117 


M00055838B:D12 


ES 93 


M00054985C:F07 


ES 117 


M00055838B:G12 


ES 93 


M00054987D:C02 


ES 117 


M00055839A.F09 


ES 93 


M00054988C:G02 


ES 117 


M00055839B:A10 
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ES 93 


M00054995A:C10 


ES 117 


M00055840C:D06 


ES 93 


M00054996C:B11 


ES 117 


M00055841A.-B09 


ES 93 


M00054996C:C09 


ES 117 


M00055841C:D05 


ES 93 


M00054997C:B12 


ES 118 


M00055848C:H06 


ES 93 


M00054997C:H03 


ES 118 


M00055849C:D08 


ES 93 


M00055000C:F04 


ES 118 


M00055850B:F03 


ES 93 


M00055002D:E04 


ES 118 


M00055851A:G11 


ES 93 


M00055005B:H11 


ES 118 


M00055851C:F12 


ES 93 


M00055005D:B08 


ES 118 


M00055851C:F12 


ES 93 


M00055008A:B08 


ES 118 


M00055852A:A07 


ES 93 


M00055008D:B09 


ES 118 


M00055854A.E04 


ES 93 


M00055011C:E04 


ES 118 


M00055856A.-F04 


ES 93 


M00055017A:A11 


ES 118 


M00055856C:F07 


ES 93 


M000S5021D-.D11 


ES 118 


M00055860D:A08 


ES 93 


M0005S022A:H04 


ES 118 


M00055861A:D03 


ES 93 


M00055027B:D07 


ES 118 


M00055864A:E11 


ES 93 


M00055027D:F08 


ES 118 


M00055864A:H02 


ES 93 


M00055032D:A06 


ES 118 


M00055866D:A02 


ES 93 


M00055034C:G01 


ES 118 


M00055868A:F06 


ES 93 


M00055034D.H01 


ES 118 


M00055868D:D03 


ES 93 


M00055037A:E10 


ES 118 


M00055868D:F09 


ES 93 


M00055039A-.G01 


ES 118 


M00055869B:A06 


ES 93 


M00055039C:E02 


ES 118 


M00055871A:F05 


ES 93 


M00055041A:E02 


ES 118 


M00055871D:G06 


ES 94 


M00055042A.-B01 


ES 118 


M00055872D:D12 


ES 94 


M00055046B:C07 


ES 118 


M00055873A:B11 


ES 94 


M00055046C:E11 


ES 118 


M00055873B:E03 


ES94 


M00055050C.-G04 


ES 118 


M00055874B:B06 


ES94 


M00055053C:B03 


ES 118 


M0O055874D:D03 


ES 94 


M00055054A:C02 


ES 118 


M00055879B.-E11 


ES94 


M00055056D-.B06 


ES 118 


M00055879C:D04 


ES 94 


M00055057A:F03 


ES 118 


M00055880D:F12 


ES 94 


M00055063D:G01 


ES 118 


M00055882C:A06 


ES 94 


M00055064A:E12 


ES 118 


M00055882C:A09 


ES 94 


M00055071B:A02 


ES 118 


M00055884A:E10 


ES 94 


M00055073C.-H12 


ES 118 


M00055884C:B01 


ES94 


M00055075B:H05 


ES 118 


M00055884D:A05 


ES 94 


M00055077C:F11 


ES 118 


M00055886D:G09 


ES94 


M00055085A:A10 


ES 118 


M00055887A:C06 


ES 94 


M00055087A:A10 


ES 118 


M00055887A:F07 


ES 94 


M00055088A:A12 


ES 118 


M00055887B:E04 


ES 94 


M00055088C-.E09 


ES 118 


M00055888B:B05 


ES 94 


M00055093B:H05 


ES 118 


M00055889C:H12 


ES 94 


M00055094B.-H09 


ES 118 


M00055891B-.A04 


ES94 


M00055097A:G06 


ES 118 


M00055893B:C05 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES94 


M00055100B:D08 


ES 118 


M00055896C:F11 


ES94 


M00055104C:B12 


ES 118 


M00055900B:B05 


ES94 


M00055106A:D07 


ES 118 


M00055906B.D10 


ES94 


M0O055111B:D03 


ES 118 


M00055906C:F12 


ES94 


M00055112A:C03 


ES 118 


M00055908B:H11 


ES94 


M00055113B:A11 


ES 118 


M00055908C:E12 


ES94 


M00055114D:A11 


ES 122 


M00056209B-.F12 


ES94 


M00055115A:E05 


ES 122 


M00056210B:E03 


ES94 


M00055116B:B02 


ES 122 


M00056212C:G01 


ES94 


M00055117C:C03 


ES 122 


M00056213A:A04 


ES94 


M00055121D:C07 


ES 122 


M00056215A:E03 


ES94 


M00055125B:E06 


ES 122 


M00056218C:G03 


ES94 


M00055125B-.F01 


ES 122 


M00056220D:D02 


ES94 


M00055128D:B10 


ES 122 


M00056220D:D09 


ES94 


M0O055130D:G01 


ES 122 


M00056221D:E05 


ES94 


M00055131C:B10 


ES 122 


M00056222C:F02 


ES94 


M00055134B:E03 


ES 122 


M00056223B:G03 


ES94 


M00055134B.-H02 


ES 122 


M00056224C:B10 


ES94 


M00055134D:B03 


ES 122 


M00056224D:E08 


ES94 


M00055137C:C04 


ES 122 


M00056225D.G09 


ES94 


M00055145A:F07 


ES 122 


M00056226C:F12 


ES94 


M00055148D:D11 


ES 122 


M00056228B.A07 


ES94 


M00055154C:F04 


ES 122 


M00056231B.G09 


ES94 


M00055157A:C11 


ES 122 


M00056231B:G09 


ES 94 


M00055161D:A11 


ES 122 


M00056232C:E06 


ES94 


M00055162A:F06 


ES 122 


M00056232D:G12 


ES94 


M00055163A:C02 


ES 122 


M00056233D:F03 


ES 95 


M0O055170A:F01 


ES 122 


M00056236D:G01 


ES95 


M00055170D:E02 


ES 122 


M00056238B:E07 


ES 95 


M00055172D:D04 


ES 122 


M00056243C:G10 


ES 95 


M00055179C:D02 


ES 122 


M00056244A:B08 


ES 95 


M00055181A:E01 


ES 122 


M00056244B:C07 


ES95 


M00055182B:C07 


ES 122 


M00056246A:B03 


ES 95 


M00055185C:B01 


ES 122 


M00056246C:G07 


ES 95 


M00055194D:C05 


ES 122 


M00056247A:G06 


ES 95 


M00055196B:A09 


ES 122 


M00056248A-.A09 


ES 95 


M00055198D:F07 


ES 122 


M00056250B:F01 


ES 95 


M00055198D.G07 


ES 122 


M00056251C.-A06 


ES 95 


M00055201D:A03 


ES 122 


M00056252B:H08 


ES 95 


M00055201D:B07 


ES 122 


M00056252D:E11 


ES 95 


M00055203B:H02 


ES 122 


M00056253A:F12 


ES95 


M00055206A.H04 


ES 122 


M00056253D:H06 


ES95 


M00055207D:A04 


ES 122 


M00056254A:H02 


ES 95 


M00055209D:A08 


ES 122 


M00056256C:H11 


ES 95 


M00055209D.D10 


ES 122 


M00056262B:B08 
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ESNo. 


Clone Name 


ES No. 


Clone Name 


ES 95 


M00055216A:A03 


ES 122 


M00056263D:C01 


ES95 


M00055216A:A03 


ES 122 


M00056267A:E02 


ES 95 


M00055222D:H05 


ES 122 


M00056267C:B02 


ES 95 


M00055227A:H09 


ES 122 


M00056268B:B04 


ES 95 


M00055227D.-E02 


ES 122 


M00056268C:D01 


ES 95 


M00055227D:E07 


ES 122 


M00056273B:A01 


ES 95 


M00055231A:D10 


ES 122 


M00056281D:E04 


ES 95 


M00055242A:E06 


ES 122 


M00056282A:F11 


ES 95 


M00055242B-.A01 


ES 122 


M00056282B:D04 


ES 95 


M00055242D.D04 


ES 123 


M00056282D:C01 


ES 95 


M00055243A:F04 


ES 123 


M00056282D:H09 


ES 95 


M00055243A-.G01 


ES 123 


M00056283A.-E02 


ES 95 


M00055245B:A09 


ES 123 


M00056283A:E02 


ES 95 


M00055247B:A11 


ES 123 


M00056283D-.C03 


ES 95 


M00055252A.C02 


ES 123 


M00056286A:E08 


ES 95 


M00055259D:F04 


ES 123 


M00056286D:A12 


ES 95 


M00055260B:A05 


ES 123 


M00056290B:F05 


ES 95 


M00055260C:F12 


ES 123 


M00056290D:E08 


ES 95 


M00055262C:B11 


ES 123 


M00056290D-.H02 


ES 95 


M00055263A.G09 


ES 123 


M00056291B:G01 


ES 95 


M00055271D:C05 


ES 123 


M00056291D:B05 


ES 95 


M00055273B:C05 


ES 123 


M00056292B:E05 


ES 95 


M00055274C:F02 


ES 123 


M00056293B:E08 


ES 95 


MO0055279B:GO8 


ES 123 


M00056293C:F05 


ES 95 


M00055279C:E12 


ES 123 


M00056293C:G09 


ES95 


MOO055283B-.F05 


ES 123 


M00056295A:F07 


ES 95 


M00055283C:H02 


ES 123 


M00056295C:D06 


ES 95 


M00055289B.D02 


ES 123 


M00056300A:A05 


ES 95 


M00055294B:D04 


ES 123 


M00056302B:F12 


ES 96 


M00055302D:F02 


ES 123 


M00056303A:C03 


ES 96 


M00055306A-.G09 


ES 123 


M00056303C:B04 


ES 96 


M00055319B:A01 


ES 123 


M00056304D-.G11 


ES 96 


M0OO55322B:E01 


ES 123 


M00056307A-.H12 


ES 96 


M00055324C:H10 


ES 123 


M00056310B.G06 


ES 96 


M00055325C:B12 


ES 123 


M00056312B:A04 


ES 96 


M00055327D:H08 


ES 123 


M00056312D:C03 


ES 96 


M00055332C:G1 1 


ES 123 


M00056313C:F07 


ES96 


M00055334C:H09 


ES 123 


M00056319C:G01 


ES 96 


M00055335A:H03 


ES 123 


M00056320C.-H02 


ES 96 


M00055338B:H07 


ES 123 


M00056323A:H10 


ES 96 


M00055344C:H09 


ES 123 


M00056323A:H10 


ES 96 


M00055345C.-H11 


ES 123 


M00056323C:C12 


ES96 


M00055346B:D02 


ES 123 


M00056323D:A07 


ES 96 


M00055350A:F01 


ES 123 


M00056324B.D02 


ES 96 


M00055356C:C06 


ES 123 


M00056330C:D03 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 96 


M00055358B:C01 


ES 123 


M00056331B.D01 


ES96 


M00055361D:H01 


ES 123 


M00056338B:B06 


ES 96 


M00055363D:G12 


ES 123 


M00056338C.B10 


ES 96 


M00055364D:E01 


ES 123 


M00056342A:G05 


ES 96 


M00055368B:C10 


ES 123 


M00056342B:G03 


ES 96 


M00055368C:B06 


ES 123 


M00056342C:F11 


ES 96 


M00055371B:F01 


ES 123 


M00056344A:G03 


ES 96 


M00055373D:D10 


ES 123 


M00056345D:E03 


ES 96 


M00055374A:A08 


ES 123 


M00056437C-.H07 


ES 96 


M00055376B:B01 


ES 123 


M00056438C:A06 


ES96 


M00055379D:C08 


ES 123 


M00056447B:A04 


ES 96 


M00055381B:E09 


ES 123 


M00056448B:C09 


ES 96 


M00055383B:B04 


ES 124 


M00056456C:A09 


ES96 


M00055383B:B04 


ES 124 


M00056456C:F02 


ES 96 


M00055384D:A03 


ES 124 


M00056456D:F01 


ES 96 


M00055385C:G06 


ES 124 


M00056459A-.C07 


ES96 


M00055388A:G08 


ES 124 


M00056459A:C07 


ES 96 


M00055388A.H08 


ES 124 


M000564S9A-.D07 


ES 96 


M0O05539OB:D08 


ES 124 


M00056460A:G11 


ES 96 


M00055391A:G08 


ES 124 


M00056466A:A03 


ES96 


M00055391C.G06 


ES 124 


M00056466A:E02 


ES96 


M00055395A:C02 


ES 124 


M00056467C:E07 


ES 96 


M00055396A:G07 


ES 124 


M00056475B:C12 


ES 96 


M00055404D:C07 


ES 124 


M00056475C:F01 


ES96 


M00055405A:D09 


ES 124 


M00056475C:F02 


ES 96 


M00055405B:H05 


ES 124 


M00042432C:H10 


ES 96 


M00055405D:G07 


ES 124 


M00042440A:E05 


ES 96 


M00055406B:D05 


ES 124 


M00042461A:A10 


ES96 


M00055408B:E09 


ES 124 


M00042463A:F09 


ES 96 


M00055408D:F03 


ES 124 


M00042466D:H06 


ES96 


M00055413A:B07 


ES 124 


M00042469D:H04 


ES 96 


M00055414C:A11 


ES 124 


M00042511A.-A04 


ES 97 


M00055415B:H11 


ES 124 


M00042513D:A12 


ES97 


M00055417A-.G08 


ES 124 


M00042515C-.A10 


ES 97 


M00055419D:G01 


ES 124 


M00042756B:B01 


ES 97 


M00055420A:E06 


ES 124 


M00042758D:H12 


ES 97 


M00055420B:F10 


ES 124 


M00042760B:C07 


ES 97 


M00055420D.-G04 


ES 124 


M00042764B:B04 


ES 97 


M00055421B:D04 


ES 124 


M00042767D:D02 


ES 97 


M00055421C:C11 


ES 124 


M00042770B:B12 


ES 97 


M00055423A:A10 


ES 124 


M00042771B:A03 


ES 97 


M00055423A:G08 


ES 124 


M00042777A:D06 


ES 97 


M00055423C:H10 


ES 124 


M00042781C:A06 


ES97 


M00055425D:C05 


ES 124 


M00042783C:A03 


ES 97 


M00055472A:F02 


ES 124 


M00042787C:E09 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 97 


M00055472B-.H03 


ES 124 


M00042792C.-G10 


ES 97 


M00055475D:G08 


ES 124 


M00042792D:F04 


ES 97 


M00055479A-.G02 


ES 124 


M00042793B:G06 


ES 97 


M00055479C:C12 


ES 124 


M00042800A:A03 


ES97 


M00055480C:H10 


ES 124 


M00042801B:B06 


ES 97 


M00055482D.-A01 


ES 124 


M00042802C:G11 


ES 97 


M00055484A:G07 


ES 124 


M00042805A-.E06 


ES 97 


M0O055485A:C09 


ES 124 


M00042805D:H08 


ES 97 


M00055487B:F06 


ES 124 


M00042814D:B11 


ES 97 


M00001340A:E01 


ES 124 


M00042816B:F04 


ES 97 


M00001470C:G01 


ES 124 


M00042818A:E12 


ES 97 


M00001470C-.G01 


ES 124 


M00042823B:G04 


ES 97 


M00001491B:C08 


ES 124 


M00042826B:C05 


ES 97 


M00001537D-.F10 


ES 124 


M00042826D:C03 


ES97 


M00001537D:F10 


ES 124 


M00042833D:G01 


ES 97 


M00001561B:G01 


ES 125 


M00042834C-.B06 


ES 97 


M00001625A.-B08 


ES 125 


M00042835C:C01 


ES 97 


M00001637A.-D09 


ES 125 


M00042835D:D02 


ES 97 


M00003792B:A11 


ES 125 


M00042838D:E11 


ES 97 


M00003794C:D07 


ES 125 


M00042842A:C01 


ES 97 


M00003804D:A09 


ES 125 


M00042842D:E08 


ES 97 


M00003922B:H03 


ES 125 


M00042844C.-C12 


ES 97 


M00003948A:B12 


ES 125 


M00042846C:D09 


ES 97 


M00003986D:G12 


ES 125 


M00042848D:G12 


ES 97 


M00003986D:G12 


ES 125 


M00042849D-.F11 


ES 97 


M00004054C:G05 


ES 125 


M00042850B:C04 


ES 97 


M00004066C:D02 


ES 125 


M00042850C:C10 


ES 97 


M00004080A:A05 


ES 125 


M00042853A:G03 


ES 97 


M00004087D:B1 1 


ES 125 


M00042853D:A04 


ES 97 


M00004093D:C10 


ES 125 


M00042855A:B09 


ES 97 


M00004167C:D11 


ES 125 


M00042856C:F07 


ES 97 


M00004167C:D11 


ES 125 


M00042864A:E05 


ES 97 


M00004198B:A11 


ES 125 


M00042867D:H01 


ES 97 


M00004296D:G11 


ES 125 


M00042869C:E06 


ES 98 


M00004304A:D07 


ES 125 


M00042875C:E04 


ES 98 


M00004842C:B07 


ES 125 


M00042879B:F09 


ES 98 


M00004850C:G05 


ES 125 


M00056346C:C12 


ES 98 


M00004852D:A04 


ES 125 


M00056351B:D06 


ES 98 


M00004868B:D12 


ES 125 


M00056356B:F04 


ES 98 


M00004869D-.D06 


ES 125 


M00056359C:A11 


ES 98 


M00004971B.G04 


ES 125 


M00056362D:G05 


ES 98 


M00004972C:E01 


ES 125 


M00056363A:B06 


ES 98 


M00O050O0B:HO8 


ES 125 


M00056368C:F04 


ES 98 


M00005019D:D02 


ES 125 


M00056369B.D12 


ES 98 


M00005293B:D06 


ES 125 


M00056370B:G02 
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Clone Name 


ESNo. 


Clone Name 


ES 98 


M00005309D:E05 


ES 125 


M00056371B.-F12 


ES 98 


M00005312A-.D10 


ES 125 


M00056372B:C10 


ES98 


M00005313C:B02 


ES 125 


M00056374B:H02 


ES 98 


M00005359A:A06 


ES 125 


M00056382C:H02 


ES 98 


M00005373D.-H06 


ES 125 


M00056383A:C10 


ES 98 


M0O0O5385C:A10 


ES 125 


M00056410B:E04 


ES 98 


M00005389C:C11 


ES 125 


M00056411C:E04 


ES 98 


M00005395A:D09 


ES 125 


M00056414B:A05 


ES 98 


M00005406C:A1 1 


ES 125 


M00056416C:B12 


ES 98 


M00005407B.-E12 


ES 125 


M00056420C:D07 


ES 98 


M00005411C:C07 


ES 125 


M00056421A:F12 


ES 98 


M00005413B:F03 


ES 125 


M00056424A:F12 


ES 98 


M00005415C:F12 


ES 125 


M00056424B:H06 


ES 98 


M00005420B:C01 


ES 125 


M00056424D:A10 


ES 98 


M00005438B:A06 


ES 125 


M00056425A:H08 


ES 98 


M00005445C:A02 


ES 125 


M00056425D.-B03 


ES 98 


M00005447C:D01 


ES 125 


M00056434A:C08 


ES 98 


M00005449C:E10 


ES 125 


M00056434D:E07 


ES 98 


M00005454B.C03 


ES 126 


M00056480B:C12 


ES 98 


M00005459B:B01 


ES 126 


M00056480D:A10 


ES 98 


M00005469B:A07 


ES 126 


M00056481A:F02 


ES 98 


M0000S481D:C06 


ES 126 


M00056483D:F06 


ES 98 


M00005485B.BO5 


ES 126 


MO0056484B:G02 


ES 98 


M00005485D:A09 


ES 126 


M00056485B:B12 


ES 98 


M00005491B-.H12 


ES 126 


M00056490D:E02 


ES 98 


M00005491D:B03 


ES 126 


M00056491D:G08 


ES 98 


M00005500B:E03 


ES 126 


M00056496B-.A01 


ES 98 


M00005501B:E05 


ES 126 


M00056496C:H09 


ES 98 


M00005501D:GO9 


ES 126 


M00056499C:F05 


ES 98 


M00005513B:F09 


ES 126 


M00056501C.H07 


ES 98 


M0000S514C:A06 


ES 126 


M00056503B:G11 


ES 98 


M0O005515B:HO4 


ES 126 


M00056503B:G11 


ES 98 


M00005516D:H06 


ES 126 


M00056505B:H02 


ES 98 


M00005517B-.F04 


ES 126 


M00056505D:D07 


ES 98 


M00005520C:E12 


ES 126 


M00056506C:G12 


ES 98 


M00005530C:A07 


ES 126 


M00056507D:B10 


ES 98 


M00005545B:A08 


ES 126 


M00056508B:B10 


ES 99 


M00005546A:G02 


ES 126 


M00056511A:H12 


ES 99 


M00005548A:A02 


ES 126 


M00056512B.C06 


ES 99 


M00005563C:B12 


ES 126 


M00056512C:E09 


ES 99 


M00005565A:F05 


ES 126 


M00056512D:C12 


ES 99 


M00005568C:B09 


ES 126 


M00056514B-.E08 


ES 99 


M00007926A:A07 


ES 126 


M00056514C:G01 


ES 99 


M00007926D:A05 


ES 126 


M00056515C:C05 


ES 99 


M00007927C:C01 


ES 126 


M00056517B:G03 
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Clone Name 


ESNo. 


Clone Name 


ES 99 


M00007931A:A10 


ES 126 


M00056519C.H01 


ES 99 


M00007935D:A05 


ES 126 


M00056526C:E11 


ES 99 


M00007936D:B09 


ES 126 


M00056529D:F12 


ES99 


M00007936D:B09 


ES 126 


M00056529D:H09 


ES 99 


M00007939B:A03 


ES 126 


M00056530A:D01 


ES 99 


M00007943A:C02 


ES 126 


M00056532B:G06 


ES 99 


M00007951C:A05 


ES 126 


M00056534A:D11 


ES 99 


M00007953B:A01 


ES 126 


M00056537B:H05 


ES 99 


M00007953D:H09 


ES 126 


M00056537C:A09 


ES 99 


M00007954C:B04 


ES 126 


M00056541B:A08 


ES 99 


M00007961B:F05 


ES 126 


M00056547A:C04 


ES 99 


M00007964B-.G01 


ES 126 


M00056548A:C11 


ES 99 


M00007965A:G10 


ES 126 


M00056551A.-F02 


ES99 


M00007965B:C03 


ES 126 


M00056552A:A10 


ES 99 


M00007965B:C03 


ES 126 


M00056552D-.B10 


ES 99 


M00007981D:B04 


ES 126 


M00056555A:F09 


ES 99 


M00007982A:F11 


ES 126 


M00056556C:G01 


ES 99 


M00007983B.-D03 


ES 126 


M00056557C:D02 


ES99 


M00007983D:H06 


ES 126 


M00056561C:D08 


ES 99 


M00007990D:D03 


ES 126 


M00056564C:E09 


ES 99 


M00007991D:G01 


ES 126 


M00056566C:H01 


ES 99 


M00007992D:G08 


ES 127 


M00056574B:A07 


ES 99 


M00007994A:C11 


ES 127 


M00056580B:F10 


ES99 


M00007994D:A05 


ES 127 


M00056591C-.E03 


ES 99 


M00007998C:F07 


ES 127 


M00056592A:F04 


ES 99 


M00005589C:F07 


ES 127 


M00056592C:C03 


ES 99 


M00005610D:B11 


ES 127 


M00056592D:D07 


ES99 


M00005619B:A09 


ES 127 


M00056592D:D07 


ES 99 


M00005621A:H08 


ES 127 


M00056593B:E05 


ES 99 


M00005627B:B10 


ES 127 


M00056594C.C06 


ES99 


M00005628B:C10 


ES 127 


M00056594C:C10 


ES 99 


M00005632A:H02 


ES 127 


M00056595A:A02 


ES99 


M00005650C:A06 


ES 127 


M00056595A-.C07 


ES99 


M00005650C:D04 


ES 127 


M00056595B:F02 


ES 99 


M00005655B.F08 


ES 127 


M00056596A:E02 


ES 99 


M00005675A:G02 


ES 127 


M00056596C:E06 


ES 99 


M00005685D.-D12 


ES 127 


M00056596C.H08 


ES 99 


M00005704C:D10 


ES 127 


M00056597A:F07 


ES 99 


M00005708B:B07 


ES 127 


M00056597D.-C02 


ES 100 


M00042455C:D11 


ES 127 


M00056599D:D11 


ES 100 


M00054826A:B05 


ES 127 


M00056600D:H07 


ES 100 


M00055281A:E08 


ES 127 


M00056603C:D01 


ES 100 


M00005657D:A12 


ES 127 


M00056608C:E04 


ES 100 


M00005710A:D01 


ES 127 


M00056610B:H12 


ES 100 


M00005765D:F07 


ES 127 


M00056613A:A05 



Page 16 of 27 



Table 8 
ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 100 


M00005766C:F10 


ES 127 


M00056616B:C08 


ES 100 


M00005769B:A03 


ES 127 


M00056616D:A10 


ES 100 


M00005782A:B10 


ES 127 


M00056617B:H06 


ES 100 


M00005800D:D11 


ES 127 


M00056618A:B02 


ES 100 


M00005802B:H10 


ES 127 


M00056618B:F06 


ES 100 


M00005810B:F07 


ES 127 


M00056618D:F11 


ES 100 


M00005810B:G10 


ES 127 


M00056620D:E12 


ES 100 


M00005813B:E10 


ES 127 


M00056622D:C03 


ES 100 


M00005818D.B09 


ES 127 


M00056624D-.H05 


ES 100 


M00005819C.B11 


ES 127 


M00056628C:F01 


ES 100 


M00005826D:G10 


ES 127 


M00056631B:G05 


ES 100 


M00005830C:D10 


ES 127 


M00056631D.C08 


ES 100 


M00006576A:B04 


ES 127 


M00056631D:D03 


ES 100 


M00006583B:H03 


ES 127 


M00056633B:B07 


ES 100 


M00006587B:A08 


ES 127 


M00056635A:A11 


ES 100 


M00006588A:H06 


ES 127 


M00056635A:E09 


ES 100 


M00006590A.-C10 


ES 127 


M00056638A:D08 


ES 100 


M00006610C:D08 


ES 127 


M00056638B-.B01 


ES 100 


M00006630D:C11 


ES 127 


M00056639A:E02 


ES 100 


M00006638A:G02 


ES 127 


M00056643D:G06 


ES 100 


M00006641C:H03 


ES 127 


M00056645C:B11 


ES 100 


M00006641C:H03 


ES 127 


M00056645D.F06 


ES 100 


M00006648B:A05 


ES 127 


M00056646C:C02 


ES 100 


M00006649D:B11 


ES 127 


M00056646D:G05 


ES 100 


M00006650A:A03 


ES 128 


M00056652D:F04 


ES 100 


M00006650D:D05 


ES 128 


M00056656C:H03 


ES 100 


M00006664A.B09 


ES 128 


M00056659C:G08 


ES 100 


M00006679D:C04 


ES 128 


M00056661B:A09 


ES 100 


M00006686B:B07 


ES 128 


M00056661D.E05 


ES 100 


M00006695D-.H08 


ES 128 


M00056662B:F03 


ES 100 


M00006695D:H08 


ES 128 


M00056664B:G06 


ES 100 


M00006704C:G06 


ES 128 


M00056664C.-B07 


ES 100 


M00006705B:A09 


ES 128 


M00056665BA11 


ES 100 


M00006705C:G09 


ES 128 


M00056665C:E05 


ES 100 


M00006712C:F02 


ES 128 


M00056666A.C08 


ES 100 


M00006719A:E12 


ES 128 


M00056669B:G07 


ES 100 


M00006719A:H07 


ES 128 


M00056670A:A11 


ES 100 


M00006731B:B02 


ES 128 


M00056673D:E06 


ES 100 


M00006731B:C08 


ES 128 


M00056674B:E05 


ES 100 


M00006731B:D03 


ES 128 


M00056674D:H04 


ES 100 


M00006731C:E01 


ES 128 


M00056682D:F10 


ES 100 


M00006734C:A08 


ES 128 


M00056683C:B09 


ES 100 


M00006737D:A11 


ES 128 


M00056684D:A05 


ES 100 


M00006740B:G01 


ES 128 


M00056684D:F11 


ES 100 


M00006745C.-A02 


ES 128 


M00056688B:F05 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 100 


M00006745D:D02 


ES 128 


M00056690C.F09 


ES 101 


M00006746GB06 


ES 128 


M00056693C:C08 


ES 101 


M00006746C:B06 


ES 128 


M00056695A:H09 


ES 101 


M00006755D.A04 


ES 128 


M00056697C:E03 


ES 101 


M00006756B:F08 


ES 128 


M00056698C:E12 


ES 101 


M00006761C-.C05 


ES 128 


M00056701B:E08 


ES 101 


M00006761C:D09 


ES 128 


M00056703A:D06 


ES 101 


M00006783B.-F07 


ES 128 


M00056705D:E07 


ES 101 


M00006789D:A11 


ES 128 


M00056707B-.E02 


ES 101 


M00006795D.-A03 


ES 128 


M00056707D:D05 


ES 101 


M00006795D:D07 


ES 128 


M00056708C:C06 


ES 101 


M00006803A:C07 


ES 128 


M00056708D.D11 


ES 101 


M00006806B:C09 


ES *28 


M00056709A:A05 


ES 101 


M00006807A:G12 


ES 128 


M00056710A:C01 


ES 101 


M00006810A:D11 


ES 128 


M00056710B:F05 


ES 101 


M00006811D:D12 


ES 128 


M00056710B-.H09 


ES 101 


M00006819B:B05 


ES 128 


M00056710D:F07 


ES 101 


M00006821D.B01 


ES 128 


M00056711A:C01 


ES 101 


M00006822C:A09 


ES 128 


M00056711A:F05 


ES 101 


M00006822D:E09 


ES 128 


M00056711A.-F05 


ES 101 


M00006831D:H05 


ES 128 


M00056711D:A05 


ES 101 


M00006846A:D03 


ES 128 


M00056712C:A07 


ES 101 


M00006852A:C07 


ES 128 


M00056712C.B06 


ES 101 


M00006859B:D04 


ES 128 


M00056713D:G08 


ES 101 


M00006861B:A08 


ES 128 


M00056714C:H06 


ES 101 


M00006867C:F12 


ES 128 


M00056715A:D10 


ES 101 


M00006871D:F01 


ES 128 


M00056715A:E04 


ES 101 


M00006873C:E12 


ES 129 


M00056715A:G01 


ES 101 


M00006873D:B01 


ES 129 


M00056715B:C01 


ES 101 


M00006885C:G11 


ES 129 


M00056715D:C04 


ES 101 


M00006888A:G05 


ES 129 


M00056715D:E08 


ES 101 


M00006892B:F09 


ES 129 


M00056717B:C04 


ES 101 


M00006894D:A03 


ES 129 


M00056718C:B01 


ES 101 


M00006917B:A05 


ES 129 


M00056718C:G02 


ES 101 


M00006917C:A04 


ES 129 


M00056719A:D06 


ES 101 


M00006917D:D08 


ES 129 


M00056719A:F12 


ES 101 


M00006921A:H08 


ES 129 


M00056719B:A09 


ES 101 


M00006923B:H05 


ES 129 


M00056721A.-F07 


ES 101 


M00006928A:A04 


ES 129 


M00056722A:G01 


ES 101 


M00006928B:D01 


ES 129 


M00056723B:D10 


ES 101 


M00006928B:D01 


ES 129 


M00056723C:C1 1 


ES 101 


M00006937D-.F03 


ES 129 


M00056724D:E11 


ES 101 


M00006964A:A11 


ES 129 


M00056726C:G05 


ES 101 


M00006967B:B05 


ES 129 


M00056728A:H05 


ES 101 


M00006976B:D05 


ES 129 


M00056728B:D05 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 101 


M00006979D:B10 


ES 129 


M00056729B:D04 


ES 101 


M00006987A:G11 


ES 129 


M00056729C:H12 


ES 101 


M00006989C:E04 


ES 129 


M00056733C:D09 


ES 101 


M00006990D.E02 


ES 129 


M00056735D:B08 


ES 102 


M00006996C:F10 


ES 129 


M00056737B:G07 


ES 102 


M00006997A:A03 


ES 129 


M00056739A:D11 


ES 102 


M00007006B:A01 


ES 129 


M00056739B:D08 


ES 102 


M00007007B:H05 


ES 129 


M00056740C:B05 


ES 102 


M00007028C:C04 


ES 129 


M00056741B.C06 


ES 102 


M00007028C:C04 


ES 129 


M00056746D:A02 


ES 102 


M00007032C.-F09 


ES 129 


M00056746D:D06 


ES 102 


M00007034B:B06 


ES 129 


M00056747A.-D05 


ES 102 


M00007035C:E06 


ES 129 


M00056752A:E01 


ES 102 


M00007065C:F11 


ES 129 


M00056753D:A10 


ES 102 


M00007084B:G04 


ES 129 


M00056754A.-A04 


ES 102 


M00007092D:F03 


ES 129 


M00056754B:D09 


ES 102 


M00007096A-.E02 


ES 129 


M00056754B:H04 


ES 102 


M00007096C:E01 


ES 129 


M00056754D:A05 


ES 102 


M00007096D:H02 


ES 129 


M00056756B-.A05 


ES 102 


M00007097A:B04 


ES 129 


M00056756D:B08 


ES 102 


M00007097D.-D07 


ES 129 


M00056757B:F03 


ES 102 


M00007098A:C05 


ES 129 


M00056758B:C05 


ES 102 


M00007105D:C12 


ES 129 


M00056759A:F11 


ES 102 


M00007108A:D01 


ES 129 


M00056759B.G03 


ES 102 


M00007110C:F03 


ES 129 


M00056760D:A04 


ES 102 


M00007112A:A12 


ES 129 


M00056761A:F05 


ES 102 


M00007117D:H03 


ES 129 


M00056762C-.E05 


ES 102 


M00007121C:G08 


ES 129 


M00056763C:D05 


ES 102 


M00007128B:G06 


ES 129 


M00056764A:E08 


ES 102 


MOO0O7129A:F08 


ES 129 


M00056765A.A10 


ES 102 


M00007131C:A01 


ES 130 


M00056765C:E12 


ES 102 


M00007135D:B11 


ES 130 


M00056765D:D10 


ES 102 


M00007135D:B11 


ES 130 


M00056766B:A10 


ES 102 


M00007136C-.C05 


ES 130 


M00056771C:F12 


ES 102 


M00007146D:F11 


ES 130 


M00056771D:C12 


ES 102 


M00007151A:B11 


ES 130 


M00056772D:A04 


ES 102 


M00007156A:E06 


ES 130 


M00056772D.A04 


ES 102 


M00007156D:F08 


ES 130 


M00056772D:E08 


ES 102 


M00007166A:E06 


ES 130 


M00056773A:H11 


ES 102 


M00007172B:C03 


ES 130 


M00056774B:A02 


ES 102 


M00007174C:D06 


ES 130 


M00056775D:A07 


ES 102 


M00007177A:E11 


ES 130 


M00056775D:C01 


ES 102 


M00007178C:D03 


ES 130 


M00056775D:C08 


ES 102 


M00007192A:E06 


ES 130 


M00056776DA06 


ES 102 


M00007194A:E06 


ES 130 


M00056776D-.D09 
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ES No. 


Clone Name 


ES No. 


Clone Name 


ES 102 


M00007194B:B04 


ES 130 


M00056777B:C03 


ES 102 


M00007204C:G12 


ES 130 


M00056777D:B02 


ES 102 


M00007204D:D01 


ES 130 


M00056777D:F07 


ES 102 


M00008014A:B01 


ES 130 


M00056779A:E12 


ES 102 


M00008015D:B10 


ES 130 


M00056779D:Hl0 


ES 102 


M00008015D:F08 


ES 130 


M00056779D:H10 


ES 102 


M00008020C:C03 


ES 130 


M00056780D-.C02 


ES 103 


M00008023B:D12 


ES 130 


M00056780D:F09 


ES 103 


M00008043B;B11 


ES 130 


M00056781C:E12 


ES 103 


M00008059D:B08 


ES 130 


M00056782D.B06 


ES 103 


M00008065A:B05 


ES 130 


M00056783B:G11 


ES 103 


M00008065C.F02 


ES 130 


M00056784A:B05 


ES 103 


M00008075C:A12 


ES 130 


M00056785B:F08 


ES 103 


M00008076C:F02 


ES 130 


M00056789A:C04 


ES 103 


M00008079C:C03 


ES 130 


M00056789D:E10 


ES 103 


M00008085B:C09 


ES 130 


M00056791D:F12 


ES 103 


M00008089A:E09 


ES 130 


M00056793C:H07 


ES 103 


M00008098D:H01 


ES 130 


M00056796A:H05 


ES 103 


M00008099B:G08 


ES 130 


M00056799B:E11 


ES 103 


M00021620B:F10 


ES 130 


M00056802B:H01 


ES 103 


M00021626C:C04 


ES 130 


M00056802B:H01 


ES 103 


M00021626D:F04 


ES 130 


M00056804B:E06 


ES 103 


M00021628B:B11 


ES 130 


M00056805D:B09 


ES 103 


M00021628B:D07 


ES 130 


M00056808B:B12 


ES 103 


M00021649A:E12 


ES 130 


M00056811A:C04 


ES 103 


M00021654A:A04 


ES 130 


M00056812C:E08 


ES 103 


M00021654A:A04 


ES 130 


M00056815A:B01 


ES 103 


M00021655C:H02 


ES 130 


M00056816B:A10 


ES 103 


M00021670D:G05 


ES 130 


M00056817C:C03 


ES 103 


M00021681D:C02 


ES 130 


M00056821D:C09 


ES 103 


M00021681D:C02 


ES 130 


M00056822C:G11 


ES 103 


M00022189A:B03 


ES 130 


M00056823A:B05 


ES 103 


M00022216D:D06 


ES 130 


M00056823C:A07 


ES 103 


M00022221A:D06 


ES 131 


M00056824B:C10 


ES 103 


M00022221D:D06 


ES 131 


M00056824D:E01 


ES 103 


M00022231D:E12 


ES 131 


M00056826A:B12 


ES 103 


M00022234B:D05 


ES 131 


M00056830C:G02 


ES 103 


M00022235C:C11 


ES 131 


M00056833C:C01 


ES 103 


M00022236A:A02 


ES 131 


M00056839A:G01 


ES 103 


M00022246A:H08 


ES 131 


M00056839A:G02 


ES 103 


M00022251C:A09 


ES 131 


M00056839C:F01 


ES 103 


M00022253A:E03 


ES 131 


M00056840D:H09 


ES 103 


M00022259C:B07 


ES 131 


M00056841D:G09 


ES 103 


M00022273B:A09 


ES 131 


M00056842B:F12 


ES 103 


M00022279B:H04 


ES 131 


M00056842B:F12 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 103 


M00022280A.-G11 


ES 131 


M00056843B:H09 


ES 103 


M00022370A:G02 


ES 131 


M00056844A.-E07 


ES 103 


M00022411D:G12 


ES 131 


M00056844C:A10 


ES 103 


M00022415C:B06 


ES 131 


M00056848B-.C07 


ES 103 


M00022420B:H03 


ES 131 


M00056850B:E1 1 


ES 103 


M00022430B:D10 


ES 131 


M00056850B:E11 


ES 103 


M00022430C:D04 


ES 131 


M00056857B:C09 


ES 103 


M00022440D:D01 


ES 131 


M00056858A:B03 


ES 103 


M00022444A:C11 


ES 131 


M00056858B:A12 


ES 103 


M00022452A:B07 


ES 131 


M00056859A:D12 


ES 104 


M00022453B:H04 


ES 131 


M00056860A:F12 


ES 104 


M00022453B:H04 


ES 131 


M00056863C:E03 


ES 104 


M00022457C:G05 


ES 131 


M00056864B:H09 


ES 104 


M00022465D:F05 


ES 131 


M00056866B:E05 


ES 104 


M00022468A:E12 


ES 131 


M00056868D:E09 


ES 104 


M00022468C:E10 


ES 131 


M00056870A.-E10 


ES 104 


M00022470B:G01 


ES 131 


M00056872A:A06 


ES 104 


M00022470B:G01 


ES 131 


M00056873GE06 


ES 104 


M00022472D:E1 1 


ES 131 


M00056874B:H06 


ES 104 


M00022473D:B06 


ES 131 


M00056874C:D05 


ES 104 


M00022496D:F04 


ES 131 


M00056874D:G01 


ES 104 


M00022508A:C02 


ES 131 


M00056879A:E05 


ES 104 


M00022509A:B06 


ES 131 


M00056879B:H11 


ES 104 


M00022516B.-E09 


ES 131 


M00056879D:A02 


ES 104 


M00022517B:E03 


ES 131 


M00056880D:B04 


ES 104 


M00022528A:H12 


ES 131 


M00056883D:A07 


ES 104 


M00022533C:E06 


ES 131 


M00056884B:C06 


ES 104 


M00022537A:C11 


ES 131 


M00056885C:C06 


ES 104 


M00022550C:B04 


ES 131 


M00056886A:C11 


ES 104 


M00022559D:D09 


ES 131 


M00056887B:F08 


ES 104 


M00022561A:A06 


ES 131 


M00056892C:A01 


ES 104 


M00022565A:A05 


ES 131 


M00056893B:H06 


ES 104 


M00022565A.-A05 


ES 131 


M00056894D-.G06 


ES 104 


M00022569A:A07 


ES 131 


M00056895B:A07 


ES 104 


M00022571C:D11 


ES 131 


M00056896A:F05 


ES 104 


M00021854C:E07 


ES 131 


M00056896A:F10 


ES 104 


M00021864A:E07 


ES 132 


M00056898D:D04 


ES 104 


M00021869D:D01 


ES 132 


M00056901A:A06 


ES 104 


M00021886D:F06 


ES 132 


M00056902A.-H12 


ES 104 


M00021911A:H03 


ES 132 


M00056909B:E11 


ES 104 


M00021915B:E10 


ES 132 


M00056909C:D09 


ES 104 


t M00021925C:H10 


ES 132 


M00056911B:F02 


ES 104 


M00021947B:C06 


ES 132 


M00056913B:G10 


ES 104 


M00022010B:H01 


ES 132 


M00056914D:B09 


ES 104 


M00022013D:H05 


ES 132 


M00056916C:B02 



Page 21 of 27 



Table 8 
ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 104 


M00022015D.-F11 


ES 132 


M00056916CF04 


ES 104 


M00022015D:F11 


ES 132 


M00056921A:C07 


ES 104 


M00022025C:D02 


ES 132 


M00056923C:E09 


ES 104 


M00022049C:B07 


ES 132 


M00056924D:B06 


ES 104 


M00022050C:D04 


ES 132 


M00056925D:C07 


ES 104 


M00022052D:A08 


ES 132 


M00056939A:F08 


ES 104 


M00022058D:A01 


ES 132 


M00056939D:B02 


ES 104 


M00022060B:F09 


ES 132 


M00056941D:E02 


ES 104 


M00022106B:D04 


ES 132 


M00056945A.B11 


ES 104 


M00022123A:D05 


ES 132 


M00056947D:F09 


ES 104 


M00022129A.E12 


ES 132 


M00056949CF06 


ES 104 


M00022132A:D10 


ES 132 


M00056951B:F09 


ES 104 


M00022132C:F04 


ES 132 


M00056952C:A06 


ES 105 


M00022137B:G04 


ES 132 


M00056952D:H04 


ES 105 


M00022143A:C10 


ES 132 


M00056953B:A06 


ES 105 


M00022143A:D01 


ES 132 


M00056955B:G09 


ES 105 


M00022143A:D01 


ES 132 


M00056956B:F01 


ES 105 


M00022148A:A06 


ES 132 


M00056960A.C05 


ES 105 


M00022149C:C01 


ES 132 


M00056961A:B08 


ES 105 


M00022149D.-C06 


ES 132 


M00056961QG12 


ES 105 


M00022151A:D11 


ES 132 


M00056964B:A02 


ES 105 


M00022151A:G05 


ES 132 


M00056966D:A11 


ES 105 


M00022163A:C08 


ES 132 


M00056967A:D02 


ES 105 


M00022598B:E12 


ES 132 


M00056967A:E07 


ES 105 


M00022598C:D05 


ES 132 


M00056969B:C08 


ES 105 


M00022617B.C02 


ES 132 


M00056969D:B01 


ES 105 


M00022624C:C02 


ES 132 


M00056972A:F05 


ES 105 


M00022641A:C10 


ES 132 


M00056973D:B08 


ES 105 


M00022641A:E06 


ES 132 


M00056974C:F04 


ES 105 


M00022641B:F02 


ES 132 


M00056976C:F10 


ES 105 


M00022645D:A05 


ES 132 


M00056977A:G03 


ES 105 


M00022645D:C07 


ES 132 


M00056985B:C05 


ES 105 


M00022651D:B04 


ES 132 


M00056986A-.F11 


ES 105 


M00022651D:C01 


ES 132 


M00056986D:G01 


ES 105 


M00022655A:D10 


ES 132 


MO005699OC:B09 


ES 105 


M00022656D:E11 


ES 132 


M00056990D:C11 


ES 105 


M00022660A:B04 


ES 132 


M00056993A:B06 


ES 105 


M00022667A:C05 


ES 132 


M00056993D.D03 


ES 105 


M00022667D:E1 1 


ES 132 


M00056994B:F07 


ES 105 


M00022681D:E06 


ES 133 


M00056994C:C03 


ES 105 


M00022697A:D12 


ES 133 


M00056996D:A12 


ES 105 


M00022702B:B04 


ES 133 


M00056997C:H09 


ES 105 


M00022716C:C06 


ES 133 


M00056998A.E08 


ES 105 


M00022716C:C06 


ES 133 


M00057002D.-B05 


ES 105 


M00022719A:F12 


ES 133 


M00057002D:B06 
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Clone Name 


ESNo. 


Clone Name 


ES 105 


M00022720B:A11 


ES 133 


M00057003B:B09 


ES 105 


M00022720C:C09 


ES 133 


M00057005B.-C01 


ES 105 


M00022724C-.D04 


ES 133 


M00057005C:D03 


ES 105 


M00022738B:D06 


ES 133 


M00057007C:B12 


ES 105 


M00022741B:B11 


ES 133 


M00057008C:E09 


ES 105 


M00022745C:C07 


ES 133 


M00057011A:D03 


ES 105 


M00022750A:A07 


ES 133 


M00057013B:D01 


ES 105 


M00022750A-.A07 


ES 133 


M00057015A:C12 


ES 105 


M00022791B:F11 


ES 133 


M00057019C:H02 


ES 105 


M00022813B:A08 


ES 133 


M00057023A:H09 


ES 105 


M00022820D:C06 


ES 133 


M00057024A:E02 


ES 105 


M00022823A:D03 


ES 133 


M00057024A:G05 


ES 105 


M00022828A:C06 


ES 133 


M00057024D:H08 


ES 105 


M00022829A:H06 


ES 133 


M00057025C:A08 


ES 105 


M00022829C:H10 


ES 133 


M00057027C-.G06 


ES 105 


M00022831B:H07 


ES 133 


M00057028D:D09 


ES 106 


M00022831C:A09 


ES 133 


M00057029A:C12 


ES 106 


M00022831D:C04 


ES 133 


M00057029D:A06 


ES 106 


M00022834C.-G01 


ES 133 


M00057033A:F09 


ES 106 


M00022836A:G03 


ES 133 


M00057035B:C09 


ES 106 


M00022853C:C11 


ES 133 


M00057041D:B11 


ES 106 


M00022861D:B10 


ES 133 


M00057044C:F06 


ES 106 


M00022872A:B05 


ES 133 


M00057047B:C02 


ES 106 


M00022876B:B05 


ES 133 


M00057049A:G06 


ES 106 


M00022876D:D08 


ES 133 


M00057049C:H05 


ES 106 


M00022880C:G09 


ES 133 


M00057052D:B11 


ES 106 


M00022892C:G07 


ES 133 


M00057052D:G09 


ES 106 


M00022895B:B11 


ES 133 


M00057055B:G08 


ES 106 


M00022897D:H03 


ES 133 


MO0057055B-.GO8 


ES 106 


M00022898C:F04 


ES 133 


M00057058C:F09 


ES 106 


M00022899A:C09 


ES 133 


M00057059D:F06 


ES 106 


M00022901D:E11 


ES 133 


M00057059D:H09 


ES 106 


M00022901D:E11 


ES 133 


M00057060B-.A12 


ES 106 


M00022902C:H10 


ES 133 


M00057061C:D04 


ES 106 


M00022908B:H03 


ES 133 


M00057063A:C08 


ES 106 


M00022911B:G01 


ES 133 


M00057065C:D04 


ES 106 


M00022928A:F03 


ES 133 


M00057066A-.A04 


ES 106 


M00022934D:B03 


ES 133 


M00057070D:B08 


ES 106 


M00022956B:B09 


ES 133 


M00057072B:E02 


ES 106 


M00022961A:B11 


ES 133 


M00057073D:A05 


ES 106 


M00022973A-.G07 


ES 133 


M00057074D:C09 


ES 106 


M00022973C:G08 


ES 133 


M00057074D-.C09 


ES 106 


M00022974D:D10 


ES 134 


M00055909B:G01 


ES 106 


M00022995C:E02 


ES 134 


M00055909C.E08 


ES 106 


M00022997A:C08 


ES 134 


M00055911B:E06 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 106 


M00022998B:C08 


ES 134 


M00055912C:E10 


ES 106 


M00023002D:G10 


ES 134 


M00055912D:C05 


ES 106 


M00023015A:D10 


ES 134 


M00055913B:D05 


ES 106 


M00023015C:D02 


ES 134 


M00055919A:A06 


ES 106 


M00023020D:G09 


ES 134 


M00055921A:E03 


ES 106 


M00023023C:F03 


ES 134 


M00055921B:B11 


ES 106 


M00023029A:E06 


ES 134 


M00055922A:C02 


ES 106 


M00023331D:A11 


ES 134 


M00055924A:H11 


ES 106 


M00023347D:C12 


ES 134 


M00055930A:B08 


ES 106 


M00023377D:C09 


ES 134 


M00055931A:A03 


ES 106 


M00023393D:C02 


ES 134 


M00055931A:C01 


ES 106 


M00023393D:E12 


ES 134 


M00055931B:E01 


ES 106 


M00023399C.C08 


ES 134 


M00055936B:E07 


ES 106 


M00023409A.G08 


ES 134 


M00055937B:C02 


ES 106 


M00023414B:F03 


ES 134 


M00055941B:B12 


ES 106 


M00023428C:D03 


ES 134 


M00055941B:B12 


ES 106 


M00023428D:F11 


ES 134 


M00055945A:H11 


ES 106 


M00023430B:D10 


ES 134 


M00055945B:E10 


ES 106 


M00023518C:A04 


ES 134 


M00055946D.G07 


ES 107 


M00023520A:G07 


ES 134 


M00055951C:C02 


ES 107 


M00026804D:D03 


ES 134 


M00055956C:E02 


ES 107 


M00026805B-.B04 


ES 134 


M00055958D:F02 


ES 107 


M00026848C:G1 1 


ES 134 


M00055959D:A12 


ES 107 


M00026854A:E07 


ES 134 


M00055966C:A03 


ES 107 


M00026856C:C11 


ES 134 


M00055966C:D06 


ES 107 


M00026860D:E01 


ES 134 


M00055971C:E07 


ES 107 


M00026861D:A09 


ES 134 


M00055973A:D04 


ES 107 


M00026865D.G11 


ES 134 


M00055976B:F01 


ES 107 


M00026866A:H08 


ES 134 


M00055979B:B09 


ES 107 


M00026873B:E11 


ES 134 


MO0055980A.A10 


ES 107 


M00026873D:B08 


ES 134 


M00055981D:A07 


ES 107 


M00026879A.B02 


ES 134 


M00055984C:C02 


ES 107 


M00026879C:D10 


ES 134 


M00055985D:D01 


ES 107 


M00026890C:D02 


ES 134 


M00055990C.-B05 


ES 107 


M00026893C:A01 


ES 134 


M00055992C:E11 


ES 107 


M00026896D-.E10 


ES 134 


M00056139D:E04 


ES 107 


M00026899C:G11 


ES 134 


M00056139D:G01 


ES 107 


M00026899C:G1 1 


ES 134 


M00056140B:H07 


ES 107 


M00026900B-.C02 


ES 134 


M00056140D:E07 


ES 107 


M00026902A:G04 


ES 134 


M00056141A:D05 


ES 107 


M00026906B:C10 


ES 134 


M00056141D:B09 


ES 107 


M00026909A.G03 


ES 134 


M00056143A:E09 


ES 107 


M00026917D:H03 


ES 134 


M00056144B.-C09 


ES 107 


M00026926D:C05 


ES 134 


M00056145C:B04 


ES 107 


M00026934D:E09 


ES 134 


M00056149C:B01 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 107 


M00026936D:C12 


ES 135 


M00056150B.C12 


ES 107 


M00026937C:B08 


ES 135 


M00056153C:D01 


ES 107 


M00026938A:F04 


ES 135 


M00056156D:A12 


ES 107 


M00026938A-.F04 


ES 135 


M00056160D-.A08 


ES 107 


M00026949B:H10 


ES 135 


M00056161D:G04 


ES 107 


M00026950A:F12 


ES 135 


M00056162B:F08 


ES 107 


M00026950D:H01 


ES 135 


M00056162B:F08 


ES 107 


M00026951A:G06 


ES 135 


M00056162D.-D06 


ES 107 


M00026951A:G11 


ES 135 


M00056162D:E09 


ES 107 


M00026951A:G11 


ES 135 


M00056167D:B08 


ES 107 


M00026951C:D03 


ES 135 


M00056169A:F06 


ES 107 


M00026975C:B03 


ES 135 


M00056171C:H11 


ES 107 


M00026977A:E09 


ES 135 


M00056171C:H12 


ES 107 


M00026984A:D10 


ES 135 


M00056180B:H09 


ES 107 


M00026985QB05 


ES 135 


M00056184B.D08 


ES 107 


M00026986B.H10 


ES 135 


M00056184C:H03 


ES 107 


M00026993B:H06 


ES 135 


M00056184D.F01 


ES 107 


M00026994C:A07 


ES 135 


M00056185D:A03 


ES 107 


M00026996D:A06 


ES 135 


M00056185D:D06 


ES 107 


M00027000C:F05 


ES 135 


M00056186C:F02 


ES 107 


M00027006B:H01 


ES 135 


M00056190D:G02 


ES 107 


M00027013D:E10 


ES 135 


M00056192D:E04 


ES 108 


M00027014C:G04 


ES 135 


M00056192D:H02 


ES 108 


M00027014D:G04 


ES 135 


M00056195B.C08 


ES 108 


M00027016D:G06 


ES 135 


M00056198A:D07 


ES 108 


M00027021D:H11 


ES 135 


M00056199D:A09 


ES 108 


M00027028D:C07 


ES 135 


M00056201C:H08 


ES 108 


M00027030C:C08 


ES 135 


M00056203A:H10 


ES 108 


M00027034B:D09 


ES 135 


M00056204B:A04 


ES 108 


M00027034C:D11 


ES 135 


M00056205B.D01 


ES 108 


M00027035D-.H09 


ES 135 


M00056206A:E06 


ES 108 


M00027039A:F06 


ES 136 


M00055997C:G11 


ES 108 


M00027039B:E09 


ES 136 


M00055999C.G10 


ES 108 


M00027042C:G11 


ES 136 


M00055999D:G06 


ES 108 


M00027046B:E05 


ES 136 


M00056000A.F12 


ES 108 


M00027051A:A07 


ES 136 


M00056000C:D09 


ES 108 


M00027054B:B03 


ES 136 


M00056001A:B06 


ES 108 


M00027076D:F07 


ES 136 


M00056001A.B07 


ES 108 


M00027084C-.H10 


ES 136 


M00056001C:E09 


ES 108 


M00027088D:H06 


ES 136 


M00056003A:E06 


ES 108 


M00027090A:E08 


ES 136 


M00056005B:E05 


ES 108 


M00027093C:B08 


ES 136 


M00056005D.C04 


ES 108 


M00027096A:G07 


ES 136 


M00056007A:A1 1 


ES 108 


M00027097C:G11 


ES 136 


M00056007C:F06 


ES 108 


M00027111A.-H04 


ES 136 


M00056016D:D06 
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ESNo. 


Clone Name 


ESNo. 


Clone Name 


ES 108 


M00027134A:G02 


ES 136 


M00056018B:G05 


ES 108 


M00027139D.C06 


ES 136 


M00056020A:D10 


ES 108 


M00027140A:C11 


ES 136 


M00056020D:D07 


ES 108 


M00027163A:D11 


ES 136 


M00056028C:F03 


ES 108 


M00027165C:F11 


ES 136 


M00056036D:B06 


ES 108 


M00027168C:H10 


ES 136 


M00056037C:B02 


ES 108 


M00027171D-.B07 


ES 136 


M00056038D.-F04 


ES 108 


M00027172A.-C03 


ES 136 


M00056041A:C04 


ES 108 


M00027173D:D08 


ES 136 


M00056042A:A01 


ES 108 


M00027183B:B01 


ES 136 


M00056045D:H01 


ES 108 


M00027193C:C05 


ES 136 


M00056050C:A03 


ES 108 


M00027194D:A05 


ES 136 


M00056053A:A09 


ES 108 


M00027197A:G07 


ES 136 


M00056053A.D12 


ES 108 


M00027197B:F07 


ES 136 


M00056055A:A07 


ES 108 


M00027203B.-H08 


ES 136 


M00056055B:B01 


ES 108 


M00027207B:E09 


ES 136 


M00056055C.D03 


ES 108 


M00027217A:G03 


ES 136 


M00056058A:H04 


ES 108 


M00027220A:B12 


ES 136 


M00056060B:B10 


ES 108 


M00027222A:C09 


ES 136 


M00056061B:F06 


ES 108 


M00027229D:E06 


ES 136 


M00056066D:H07 


ES 108 


M00027231D:A03 


ES 136 


M00056067B:D08 


ES 108 


M00027524B:B11 


ES 136 


M00056074D:G10 


ES 108 


M00027527A:G04 


ES 136 


M00056077D:E06 


ES 108 


M00027532C.-C02 


ES 136 


M00056077D:E12 


ES 108 


M00027535D:E08 


ES 136 


M00056077D:E12 


ES 109 


M00027536D-.G12 


ES 136 


M00056079B.-D12 


ES 109 


M00027543C:B09 


ES 136 


M00056079B-.F07 


ES 109 


M00027543D:G07 


ES 136 


M00056079C.-C11 


ES 109 


M00027556D-.G10 


ES 136 


M00056081D:B05 


ES 109 


M00027561C:C04 


ES 136 


M00056081D:B09 


ES 109 


M00027562B:C02 


ES 136 


M00056082C:F06 


ES 109 


M00027564A:D03 


ES 136 


M00056085D.H11 


ES 109 


M00027571C:C11 


ES 136 


M00056094A.H07 


ES 109 


M00027573A.-F09 


ES 136 


M00056098A:H01 


ES 109 


M00027578B:F05 


ES 136 


M00056099B:G09 


ES 109 


M00027578C:E04 


ES 136 


M00056099B:H11 


ES 109 


M00027580C.-E10 


ES 136 


M00056099B:H1 1 


ES 109 


M00027581B:E01 


ES 136 


M00056103A:D12 


ES 109 


M00027588A:C01 


ES 136 


M00056103C:H12 


ES 109 


M00027588C:A06 


ES 136 


M00056107B:E06 


ES 109 


M00027594B:C03 


ES 136 


M00056108D:B12 


ES 109 


M00027604A:G10 


ES 136 


M00056108D:B12 


ES 109 


M00027604A:G10 


ES 136 


M00056110C:D09 


ES 109 


M00027605C:E05 


ES 136 


M00056111D:H02 


ES109 


M00027607A:H05 


ES 136 


M00056112A:H02 
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ES No. 


Clone Name 


ESNo. 


Clone Name 


ES 109 


M00027608C:H07 


ES 136 


M00056114C:C06 


ES 109 


M00027616C:G12 


ES 136 


M00056125B:D09 


ES 109 


M00027628C:A01 


ES 136 


M00056128C.B10 


ES 109 


M00027639B:E11 


ES 136 


M00056131B:C12 


ES 109 


M00027641B:A01 


ES 136 


M00056133D:D09 


ES 109 


M00027652B:G03 


ES 136 


M00056136A:B11 
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Comment 


invasive 
adenocarcinom 
a, moderately 
differentiated; 
focal perineural 
invasion is seen 

- r~. 


Hyperplastic 
polyp in 
appendix. 


perineural 
invasion; donut 
anastomosis 
negative. One 
tubulovillous 


patient nistory 
of metastatic 
melanoma 






Dist 
Met 
Grade 

r 




MO 


MO 


MO 


MO 


s 


Descrip 
Distant 
Met 














Distant 
Met& 
Loc 


negative 


negative 


negative 


negative 


1 lt£l<lLl V V 


npaati VP 

llCt^ULI V V 


Region 
al 

Lymph 




NO 


NO 


NO 


s 


N2 


S 2 
« & 

^ « 2 

'cj F 


CO 


0/12 


0/34 


0/19 




10/24 


Lymphno 1 
de Met 

1 

1 


positive 


negative 


negative 


negative 


positive 


positive 


Local Invasion 


extending into 

subserosal 
adipose tissue 


Invasion 
through 
muscularis 
propria, 


Invasion of 
musculans 
propria into 
serosa, 
involving 


Invasion 
through the 
musculans 
propria into 

suserosal 
adipose tissue. 

Ileocecal 

junction. 


Invasion of 
muscularis 
propria into 
percolonic fat 


through wall 

and into 
surrounding 
adipose tissue 


Histopath 1 
Grade 


G2 


o 


ZD 


s 


ZD 




Primary 
Tumor 
Grade 


m 


m 


T4 


p 


T3 


m 
H 


Primary 
Tumor Size 


o 


o 


\o 




o 


<n 


\natomical 
Loc 


Ascending 
colon 


Ascending 
colon 


Sigmoid 


Cecum 


Transverse 
colon 


Splenic 


Path i 
Report 
ID 














Table 9 
PatientlD 


IT 


1 S 


! £ 




1 £ 


J o 

1 



Comment 


Small separate 
tubular 
adenoma (0.4 
cm) 


Perineural 
invasion 
identified 
adjacent to 
metastatic 

duel lUCal HI twl 1 1 

a. 


Separate 
tubolovillous 
and tubular 
adenomas 


Dist 
Met 
Grade 


MO 




1 MO 


Descrip 
Distant 
Met 




adenocarcin 
oma 

consistant 

with 

primary 




Distant 
Met& 
Loc 


negative 


positive 
(Liver) 


negative 


Region 
al 

Lymph 


NO 


2: 


s 


[ncidenc 
e 

Lymphn 


O 


WL 


2/13 


Lymphn o ] 
de Met 


negative 


positive 


positive 


Local Invasion 


Invasion 
through 
muscularis 
propria into noii ■ 
peritonealized 
pericolic tissue, 

gross 
configuration is 
annular. 


Invasion of 
muscularis 
propria into 
pericolonic 
adipose tissue, 
but not tlirougli 
serosa. Arising 
from tubular 
adenoma. 


Invasion 
through 
mucsularis 
propria into 
subserosa/penc 
olic adipose, no 
serosal 
involvement. 

Gross 
configuration 
annular. 


Histopath ] 
Grade 


G2 


ZD 


ZD 


Primary 
Tumor 
Grade 


T3 


T3 


m 
H 


Primary 
Tumor Size 


p 


in 
in 


oo 


Anatomical 
Loc 


Rectum 


Cecum 


Hepatic 
flexure 


Path , 
Report 
ID 


in 


o 




Table 9 
PatientID 


rr 


i 2 


in 



Comment 


Eiyperplastic 
polyps 


I uouiovmous 
adenoma with 
high grade 
dysplasia 




{ 


uescenaing 
colon polyps, 
no HGD or 
carcinoma 
identified.. 


Dist 
Met 
Grade 


1 

MX 


MO 


MX 


MO 


M0 


Descrip 
Distant 
Met 






0.4 cm, 
may 

represent 
lymph node 
completely 
replaced by 
tumor 






Distant 
Met& 
Loc 


negative 


negative 


positive 
(Mesenteri 
c deposit) 


negative 


negative 


•i-l 

05 -J 


5 


NO 


s 


NO 


z. 


*3 = 




0/10 


0/15 


0/12 


7/10 


o 

&s 


positive 


negative 


negative 


negative 


positive 


Local Invasion 


Invasion 
through 
muscularis 
propria to 
involve 
subserosal, 
penrectoal 
adipose, and 
serosa 


Invasion 
through 
muscularis 
propria into 
subscrosal 
adipose tissue 


Invades through 
muscularis 
propria to 

involve 
pericolonic 

adipose, 
extends to 

serosa. 


Invades full 
thickness of 
muscularis 
propria, but 
mesenteric 
adipose free of 
malignancy 


Invasion into 

perirectal 
adipose tissue. 


Histopath 1 
Grade 


G2 to G3 


ZD 


G2 


o 


o 


Primary 
Tumor 
Grade 


T3 


m 
H 


T3 






Primary 
Tumor Size 


CO 


m 




^? 




Anatomical 
Loc 


B 
= 

a 


Ascending 
colon 


Transverse 
colon 


Cecum 


Rectum 


Path i 
Report 
ID 


r- 
r- 


c 
oe 

} o 


> n 


r- 


r- 
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PatientID 


a 
c 




5 £ 

4 ^ 




) go 



Comment 


melanosis eon 
ind diverticular 
lisease. 


polyp identified 




e 
c 
( 

; 

i 


polyps 


at prior 
ileocolic 
surgical 
anastomosis. 


Dist 
Met 
Grade 


OIM 

J 


MO 


MX 


MO 


MO 




Descrip 
Distant 
Met 












Macrovesic 
ular and 
microvesic 
ular 

steatosis 


Distant 
Met& 
Loc 


negative 


negative 


negative 


negative 


negative 


positive 
(Liver) 


■2-1 

*i >* 
OS J 


NO 


NO 


NO 


NO 


s 


s 


« c 
fi >s 

1 * 


0/12 


o 

o 


o 


I 






Lyniphno I 
de Met 


negative 


1 l^^LlLl V V 


negative 


negative 


positive 


positive 


jocal Invasion 1 


Invasion 
through 
musculans 
propria into 
^ercolic adipose 
tissue. 


Extends into 
perirectal fat 
but does not 
reach serosa 


Invasion 
through 
musculans 
propria to 
involve 
pericolonic fat. 
Arising from | 
villous 
adenoma. 


Through colon 
wall into 
subseiosal 

adipose tissue 
No serosal 
spread seen. 


Invasion thru 
musculans 
propria to 

pericolonic fat 


Invasion 
through 
musculans 
propria into 
subserosal 
adipose tissue ; 
not serosa. 


Histopath 1 
Grade 


ZD 


s 


ZD 


G2 




G2 


Primary 1 

Tumor 

Grade 


m 


p 




P 


m 
H 


T3 


Primary 
Tumor Size 


o 




2 cm 
invasive 




m 


<N 


Anatomical 
Loc 


Ascending 


Rectosigmo 


Ascending 

nnlrm 


t: 

: 'c 

> S 

> 0 


Ascending 


Ascending 
colon 


Path / 
Report 
ID 




: s 


? ^ 






2 5 
i- 


Table 9 
PatientID 


u 
c 
c 


"» c 
in ^ 
^ c 


& J 




* § 


i as 



Comment 


jmenium wuu 
fibrosis and fat 
lecrosis. Small 
bowel with 
acute and 
chronic 
serositis, focal 
abscess and 
adhesions. 


> 

T 

s 
<s 

\ 

< 


dilated and 
fibrotic, but not 
involved by 
tumor 


Dist 
Met 
Grade 


1 
1 

1 

MO 


s 


MO 


Descrip 
Distant 
Met 




metastatic 

adenocarcir 

oma 




Distant 
Met& 
Loc 


negative 


positive 
(Liver) 


negative 


& 2 




N2 


| NO 


w s 
c si 

4i & 

'3 ^ 


OO 

o 


6/12 


0/58 


Ly mp lino I 

de Met 


negative 


positive 


negative 


bocal Invasion 1 


Invasion 
through the 
muscularis 
propria 
involving 
pericolic fat 
Serosa free of 
tumor 


Invasion 

through 
muscularis 

propria 
extensively 

through 
submucosal and 
extending to 

serosa. 


Invasion 
through the 
bowel wall, intc 
suberosal 
adipose. 
Serosal surface 
free of tumor 


Histopath I 
Grade 


a 


ZD 


ZD 


Primary 1 
Tumor 
Grade 


m 
H 


m 
H 


m 
H 


Primary 
Tumor Size 




ir 

! 


11.5 


Anatomical 
Loc 


Ascending 


Ascending 


Cecum 


Path ; 
Report 
ID 


c 
u 
li 




o 

=; «n 


Table 9 
PatientID 


i 


a 





»a 

.23 «» 5 
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Table 10 





%Pts 


% Pts 


%Pts 










SEQID 


>=2x 


>=2_5x 


>=5x 










NO 


T /XT 

1/N 


1/N 


1/N 




Jf52 


Plzl 


r lz5 


18 


30.3 


15.2 


3.0 


1.855 


2.705 


1.000 


2.280 


22 


45.5 


39.4 


18.2 


2.196 


1.719 


0.604 


2.388 


127 


27.3 


18.2 


6.1 


1.000 


1.620 


1.822 


1.692 


139 


21.2 


18.2 


15.2 


1000.000 


0.001 


2.345 


1.000 


148 


27.3 


18.2 


6.1 


1.000 


1.620 


1.822 


1.692 


155 


45.5 


12.1 


3.0 


1.870 


3.104 


1.361 


2.388 


246 


42.4 


9.1 


0.0 


2.211 


2.347 


1.000 


1.493 


272 


48.5 


27.3 


12.1 


1.735 


3.110 


1.379 


2.277 


273 


21.2 


18.2 


18.2 


1.000 


1.000 


0.330 


1.349 


279 


24.2 


12.1 


0.0 


1.614 


2.348 


1.498 


1.916 


298 


21.2 


18.2 


18.2 


1,000 


1.000 


0.330 


1.349 


329 


21.2 


9.1 


6.1 


1.000 


1.000 


2.211 


1.182 


353 


45.5 


12.1 


3.0 


1.870 


3.104 


1.361 


2.388 


354 


48.5 


30.3 


3.0 


1.000 


1.592 


2.248 


2.315 


381 


27.3 


18.2 


6.1 


1.000 


1.620 


1.822 


1.692 


389 


21.2 


9.1 


6.1 


1.000 


1.000 


2.211 


1.182 


405 


21.2 


9.1 


3.0 


1.000 


2.366 


1.546 


1.562 


406 


21.2 


9.1 


3.0 


1.000 


2.366 


1.546 


1.562 


412 


36.4 


18.2 


0.0 


2.584 


1.332 


1.952 


1.641 


421 


51.5 


24.2 


3.0 


2.481 


2.253 


2.234 


1.431 


465 


21.2 


18.2 


15.2 


1000.000 


0.001 


2.345 


1.000 


534 


21.2 


9.1 


3.0 


1.000 


2.366 


1.546 


1.562 


538 


42.4 


15.2 


0.0 


1.489 


2.019 


3.022 


1.121 


565 


45.5 


12.1 


3.0 


1.870 


3.104 


1.361 


2.388 


657 


45.5 


30.3 


3.0 


1.512 


2.748 


0.784 


2.162 


670 


24.2 


6.1 


0.0 


1.190 


1.000 


0.656 


1.456 


739 


21.2 


12.1 


0.0 


1.936 


1.830 


0.831 


1.347 


741 


48.5 


18.2 


0.0 


2.750 


2.458 


1.485 


1.151 


744 


48.5 


21.2 


0.0 


2.069 


3.002 


1.229 


1.631 


755 


30.3 


18.2 


3.0 


1.000 


1.414 


1.236 


1.738 


757 


21.2 


15.2 


6.1 


1.000 


0.839 


2.032 


2.557 


810 


30.3 


18.2 


3.0 


1.000 


1.414 


1.236 


1.738 


811 


30.3 


18.2 


3.0 


1.000 


1.414 


1.236 


1.738 


845 


30.3 


15.2 


9.1 


1.000 


0.271 


0.860 


1.310 


861 


24.2 


21.2 


15.2 


1000.000 


1000.000 


1.000 


1.320 


915 


30.3 


15.2 


3.0 


1.855 


2.705 


1.000 


2.280 


954 


24.2 


21.2 


15.2 


1000.000 


1000.000 


1.000 


1.320 


955 


39.4 


21.2 


3.0 


1.612 


2.281 


0.785 


2.045 


991 


39.4 


21.2 


3.0 


1.612 


2.281 


0.785 


2.045 


1035 


24.2 


6.1 


0.0 


1.190 


1.000 


0.656 


1.456 


1049 


21.2 


12.1 


0.0 


1.936 


1.830 


0.831 


1.347 


1050 


39.4 


21.2 


3.0 


1.612 


2.281 


0.785 


2.045 


1235 


45.5 


12.1 


3.0 


1.870 


3.104 


1.361 


2.388 


1292 


21.2 


3.0 


0.0 


1.558 


2.014 


2.250 


1.643 
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Table 10 





%Pts 


% Pts 


Yo Pts 
















SEQID 
NO 


>=2x 
T/N 


>=Z_DX 

T/N 


^ — JA 

T/N 




P15 
1 1 on 




P52 
1 nno 


P121 
1 0.656 


P125 
1.456 


1313 
1331 


24.2 
27.3 


6.1 
9.1 


0.0 
3.0 




1.000 


3 749 
1.592 


1.000 
2.248 


2.045 
2.315 


1334 
1418 


48.5 
30.3 


30.3 
15.2 


3.0 
3.0 




1.855 


2.705 


1.000 


2.280 


1419 


45.5 


12.1 


3.0 




1.870 


3.104 


1.361 


2.388 


1420 


39.4 


18.2 


3.0 




1.759 


1.566 


1.000 


2.302 


1477 


39.4 


18.2 


3.0 




1.759 


1.566 


1.000 


2.302 


1554 


33.3 


15.2 


0.0 




1.829 


1.622 


1.882 


1.957 


1579 


42.4 


9.1 


0.0 




2.211 
1.870 


2.347 
3.104 


1.000 
1.361 


1.493 
2.388 


1600 
1639 


45.5 
48.5 


12.1 
27.3 


3.0 
12.1 




1.735 


3.110 


1.379 


2.277 


1657 


42.4 


24.2 


O.C 




1.0UU| 


1 .7U01 


2.267 


1.188 


1679 

1744 


33.3 
42.4" 


15.2 
15.2' 


OX 
3.C 


) 
) 


1.829 
2.059 


1.622 
2.753 


1.882 
1.679 


1.957 
1.587 


1847 


78.8 


63.6 


9.1| 


2.625 


4.493 


1.642 


2.743 


1877 
1880 


45.5 
66.7 


12.1 
48.5 


3.0 
6.1 


1.870 
1.000 


3 104 
4.075 


1.361 
1.754 


2.388 
2.436 


1 &&Q 

1 1 007 


45.5 


12.1 


3.0 


1.870 


3.104 


1.361 


2.388 


700Q 


30.3 


15.2 


3.0 


1.855 


2.705 


1.000 
0 767 


2.280 
1.270 


2023 
909Q 
0071 


30.3 
42.4 
24.2 


18.2 
9.1 

(TT 


0.0 
0.0 
0.0 


l.285| 
2.2H 
1.190 


2.347 
1.000 


1.000 
0.656 


1.493 
1.456 


2077 


24.2 


6.1 


0.0 


l.l90| 


1 nnnl 

l.UUUI 


0 656 


1.456 


2103 
2109 


27.3 
24.2 


21.2 
6.1 


0.0 


3.505 
ll 90 


0.793 
1 000 


0.809 
0.656 


1.348 
1.456 


2138 


33.3 


21.2 


9.1 


1.000 


0.296 


3.016 


0.794 


2143 


60.6 


48.5 


12.1 


6.263 
1.945 


1.000 
2.010 


1.832 
0.541 


1.937 
3.325 


1 2183 
218* 
I 219( 


63.6 
> 30.2 
) 24^ 


i 45. f 
, 18.2 
£ 6.1 


i 12.1 
> 3.0 

i o!6| 


LOOP 
l 190 
1.870 


1.414 

1 000 
3.104 


1.236 
0.65( 
1.361 


] 1.738 
I 1.456 
2.388 


?20( 
020( 


) 45.f 
5 60.< 


> 12.1 

3 27.: 


L 3.0 
5 3.0 


2.256 


2.228 


1.67: 


$ 1.937 


1 702( 


) 33.: 


j 24.: 


2 3.0 


2.591 


0.483 


2.58( 


) 1.440 


1 792' 


% 48. 


5 36.- 


4 3.0 


1.602 


3.209 


1.001 


3 2.942 


224 


9 45. 


5 12. 


1 3.0 


1.870 


3.104 


1.36 


2.388 


225 


5 24. 


2 3. 


0 0.0 


1.985 


2.26lj 


1.00 


0 0.904 


226 


5 54. 


5 42. 


4 6.1 


l .886] 


1.000 


1.50 


3 3.375" 


926 


7 84. 


8 57. 


6 18.2 


2.529 


3.042 


2.47 


1 1.669 


I o 


1 54. 


5 36. 


4 3.0 


2.008 


0.686 


3.10 


4 1.362 


229 


4 30 


3 15 


2 3.0 


1.855 


2.705 1.00 


0 2.280 


230 


0 30 


3 15 


2 3.0 


1.855 


2.705 1.0C 


0 2 280 


23C 


»7 42 


.4 9 


.1 0.0 


2.2H 


2.347 1.0C 


0 1.493 


23C 


)9 42 


.4 21 


.2 9.1 


2.497 


1.837 3.24 


[9 1.497 


1 231 


3 57 


.6 48 


.5 


9.1 


2.603 


2.642| 1.0( 


)0 1.939 
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Table 10 





%Pts 


% Pts 


%Pts 










SEQID 


>=2x 


>=2_5x 


>=5x 










NO 


T/N 


T/N 


T/N 


P15 


P52 


P121 


P125 


2314 


48.5 


27.3 


12.1 


1.735 


3.110 


1.379 


2.277 


2316 


42.4 


9.1 


0.0 


2.211 


2.347 


1.000 


1.493 


2327 


39.4 


24.2 


3.0 


2.006 


1.692 


1.778 


1.662 


2348 


72.7 


45.5 


0.0 


2.961 


3.152 


2.712 


1.346 
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1.837 
2.307 
1.955 



2071 

2077 

2103 

2109 

2138 

2143 

2183 

2185 

2190 

2200 

2206 



2220 
2224 



2.828 
1.714' 



1.385 



1.438 

2.795 

3.061 

0.754 

1.636 ' 

1.781 

2.131 

0.815 

2.044' 



4.635 



2249 



2255 
2265 
2267 
2281 
2294 
2300 
2307 
2309 
2313 
2314 



2.062 



1.781 



2.302 



1.454 



1.779 



1.000 

2.931 

1.937 

2.374 ' 

1.800 ' 

1.800 ' 

1.337 ' 

1.483 " 

1.915 

2.219 

1.337' 



2.865 
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2384 



2.340 



0.001 



0.001 



2.927 



4.830 



1.708 



1.651 



1.586 
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Table 12 



SEQID 
NO 


P268 


P278 


P295 


P339 


P341 


P356 


P360 


P392 


18 


1.000 


2.819 


1.000 


1.589 


1.238 


1.784 


0.748 


2.486 


22 


1.194 


1.000 


1.000 


1.474 


3.006 


2.766 


1.622 


10.061 


127 


2.953 


2.030 


8.118 


1.000 


2.854 


1.000 


1000.000 


0.001 


139 


1000.000 


1.332 


1.000 


0.344 


1.537 


1.000 


0.001 


0.464 


148 


2.953 


2.030 


8.118 


1.000 


2.854 


1.000 


1000.000 


0.001 


155 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


246 


1.422 


2.018 


2.385 


1.218 


2.039 


3.486 


1.636 


1.623 


272 


1.268 


1.563 


1.870 


2.056 


6.240 


6.491 


2.230 


1.427 


273 


1.000 


1000.000 


1.000 


1.196 


2.209 


1000.000 


0.001 


1.000 


279 


1.000 


1.000 


1.000 


1.737 


2.382 


3.061 


2.679 


1.361 


298 


1.000 


1000.000 


1.000 


1.196 


2.209 


1000.000 


0.001 


1.000 


329 


2.467 


2.166 


21.707 


0.615 


1.616 


1.000 


1.000 


1.000 


353 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


354 


2.359 


1.552 


2.918 


1.647 


4.706 


3.623 


1.979 


1.677 


381 


2.953 


2.030 


8.118 


1.000 


2.854 


1.000 


1000.000 


0.001 


389 


2.467 


2.166 


21.707 


0.615 


1.616 


1.000 


1.000 


1.000 


405 


1.221 


1.796 


1.995 


1.780 


1.726 


2.970 


1.792 


1.581 


406 


1.221 


1.796 


1.995 


1.780 


1.726 


2.970 


1.792 


1.581 


412 


2.677 


2.809 


2.969 


1.373 


2.087 


3.804 


1.612 


1.163 


421 


2.468 


5.262 


4.008 


1.487 


4.366 


2.078 


1.781 


1.332 


465 


1000.000 


1.332 


1.000 


0.344 


1.537 


1.000 


0.001 


0.464 


534 


1.221 


1.796 


1.995 


1.780 


1.726 


2.970 


1.792 


1.581 


538 


2.565 


1.856 


1.000 


1.000 


2.449 


1.000 


2.097 


2.647 


565 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


657 


1.369 


1.000 


1.000 


1.679 


3.084 


2.855 


2.104 


0.927 


670 


1.677 


2.420 


2.263 


1.314 


1.473 


2.523 


1.776 


2.244 


739 


1.412 


1.431 


3.103 


1.000 


2.847 


2.621 


1.000 


1.117 


741 


2.240 


2.040 


1.000 


1.000 


2.450 


3.440 


2.045 


1.998 


744 


1.837 


2.201 


2.518 


1.604 


2.248 


2.989 


1.570 


1.409 


755 


1.000 


1.320 


0.556 


1.385 


1.321 


1.000 


1.000 


6.185 


757 


0.713 


1000.000 


0.632 


2.389 


0.202 


1.000 


1.000 


0.356 


810 


1.000 


1.320 


0.556 


1.385 


1.321 


1.000 


1.000 


6.185 


811 


1.000 


1.320 


0.556 


1.385 


1.321 


1.000 


1.000 


6.185 


845 


2.151 


2.384 


2.417 


0.573 


1.451 


2.652 


1.000 


0.734 


861 


1.000 


1.509 


9.879 


1000.000 


2.327 


0.001 


1.236 


0.870 


915 


1.000 


2.819 


1.000 


1.589 


1.238 


1.784 


0.748 


2.486 


954 


1.000 


1.509 


9.879 


1000.000 


2.327 


0.001 


1.236 


0.870 


955 


1.657 


1.732 


3.510 


1.652 


4.946 


4.071 


2.194 


1.932 


991 


1.657 


1.732 


3.510 


1.652 


4.946 


4.071 


2.194 


1.932 


1035 


1.677 


2.420 


2.263 


1.314 


1.473 


2.523 


1.776 


2.244 


1049 


1.412 


1.431 


3.103 


1.000 


2.847 


2.621 


1.000 


1.117 


1050 


1.657 


1.732 


3.510 


1.652 


4.946 


4.071 


2.194 


1.932 


1235 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


1292 


0.718 


1.000 


1.000 


1.675 


2.301 


1.361 


2.161 


1.825 


1313 


1.677 


2.420 


2.263 


1.314 


1.473 


2.523 


1.776 


2.244 
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1331 


0.789 


1.609 


1.000 


0.797 


1.000 


2.075 


2.491 


2.505 


1334 


2.359 


1.552 


2.918 


1.647 


4.706 


3.623 


1.979 


1.677 


1418 


1.000 


2.819 


1.000 


1.589 


1.238 


1.784 


0.748 


2.486 


1419 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


1420 


1.864 


1.428 


2.631 


1.854 


3.430 


3.182 


1.892 


1.581 


1477 


1.864 


1.428 


2.631 


1.854 


3.430 


3.182 


1.892 


1.581 


1554 


2.495 


2.090 


3.320 


1.000 


3.907 


2.976 


1.875 


1.000 


1579 


1.422 


2.018 


2.385 


1.218 


2.039 


3.486 


1.636 


1.623 


1600 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


1639 


1.268 


1.563 


1.870 


2.056 


6.240 


6.491 


2.230 


1.427 


1657 


2.183 


2.285 


3.554 


1.247 


2.093 


1.840 


1.855 


1.504 


1679 


2.495 


2.090 


3.320 


1.000 


3.907 


2.976 


1.875 


1.000 


1744 


2.006 


1.696 


2.261 


1.611 


2.154 


3.791 


1.816 


1.356 


1847 


1.535 


2.851 


4.154 


2.055 


6.047 


4.103 


3.367 


2.029 


1877 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


1880 


2.274 


1.266 


4.526 


2.591 


5.409 


3.138 


2.675 


1.391 


1889 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


2009 


1.000 


2.819 


1.000 


1.589 


1.238 


1.784 


0.748 


2.486 


2023 


1.971 


1.699 


2.355 


1.453 


3.122 


2.528 


1.949 


1.326 


2029 


1.422 


2.018 


2.385 


1.218 


2.039 


3.486 


1.636 


1.623 


2071 


1.677 


2.420 


2.263 


1.314 


1.473 


2.523 


1.776 


2.244 


2077 


1.677 


2.420 


2.263 


1.314 


1.473 


2.523 


1.776 


2.244 


2103 


2.516 


0.852 


1.775 


0.818 


4.294 


2.281 


1.119 


0.890 


2109 


1.677 


2.420 


2.263 


1.314 


1.473 


2.523 


1.776 


2.244 


2138 


1.794 


1.486 


5.006 


0.398 


4.768 


0.001 


2.344 


2.434 


2143 


2.079 


1.664 


1.000 


1.871 


2.812 


2.693 


5.094 


1.947 


2183 


2.325 


2.043 


2.530 


2.411 


5.749 


5.509 


3.490 


2.008 


2185 


1.000 


1.320 


0.556 


1.385 


1.321 


1.000 


1.000 


6.185 


2190 


1.677 


2.420 


2.263 


1.314 


1.473 


2.523 


1.776 


2.244 


2200 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


2206 


1.977 


1.676 


1.774 


1.542 


2.538 


1.867 


2.312 


1.000 


2220 


2.942 


0.729 


1.772 


0.861 


15.794 


2.349 


1.363 


0.808 


2224 


1.457 


1.690 


2.551 


1.860 


4.114 


3.548 


3.125 


0.792 


2249 


1.187 


1.447 


1.000 


1.484 


3.621 


3.844 


1.995 


1.313 


2255 


1.586 


1.943 


1.000 


0.699 


1.593 


2.039 


1.798 


0.774 


2265 


2.157 


1.922 


3.895 


4.143 


2.655 


1.914 


2.159 


3.312 


2267 


3.442 


3.933 


5.994 


1.448 


8.695 


7.488 


2.687 


2.449 


2281 


2.467 


1.000 


7.584 


1.417 


3.693 


1.947 


1.539 


4.429 


2294 


1.000 


2.819 


1.000 


1.589 


1.238 


1.784 


0.748 


2.486 


2300 


1.000 


2.819 


1.000 


1.589 


1.238 


1.784 


0.748 


2.486 


2307 


1.422 


2.018 


2.385 


1.218 


2.039 


3.486 


1.636 


1.623 


2309 


2.485 


2.369 


1.000 


1.820 


3.354 


5.046 


1.820 


0.703 


2313 


3.203 


1.593 


4.012 


1.593 


6.374 


6.940 


3.158 


0.947 


2314 


1.268 


1.563 


1.870 


2.056 


6.240 


6.491 


2.230 


1.427 


2316 


1.422 


2.018 


2.385 


1.218 


2.039 


3.486 


1.636 


1.623 


2327 


2.439 


1.482 


2.156 


1.390 


3.500 


3.654 


1.655 


0.771 


2348 


2.448 


2.617 


4.003 


1.289 


2.940 


3.894 


2.277 


1.202 
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2384 



2.328 



1.359 9.253 



0.383 



1.835 



0.001 



1.000 



0.714 
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SEQ ED 
NO 


P393 


P413 


P505 


P517 


P534 


P546 


P577 


P695 


18 


1.058 


2.471 


1.583 


1.726 


0.506 


1.431 


2.632 


5.930 


22 


14.260 


2.516 


1.498 


3.747 


1.300 


5.779 


11.202 


0.001 


127 


1.000 


0.001 


1.000 


1.000 


0.001 


1.000 


3.303 


1.000 


139 


1.000 


1.000 


0.458 


1.249 


0.001 


1000.000 


0.702 


1.000 


148 


1.000 


0.001 


1.000 


1.000 


0.001 


1.000 


3.303 


1.000 


155 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


246 


0.741 


2.181 


2.494 


1.504 


1.511 


1.831 


2.064 


4.421 


272 


1.348 


2.222 


2.506 


1.355 


1.670 


2.535 


1.556 


8.411 


273 


1.000 


1.000 


1000.000 


1.477 


1.645 


1.000 


1.389 


1.000 


279 


0.914 


1.603 


1.936 


1.485 


2.430 


1.999 


1.647 


4.375 


298 


1.000 


1.000 


1000.000 


1.477 


1.645 


1.000 


1.389 


1.000 


329 


1.000 


1.000 


1.436 


0.517 


1.000 


1.469 


1.000 


1.000 


353 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


354 


1.224 


3.432 


2.806 


1.328 


2.470 


2.592 


1.929 


6.973 


381 


1.000 


0.001 


1.000 


1.000 


0.001 


1.000 


3.303 


1.000 


389 


1.000 


1.000 


1.436 


0.517 


1.000 


1.469 


1.000 


1.000 


405 


1.241 


1.841 


1.470 


1.000 


1.672 


2.218 


1.649 


7.555 


406 


1.241 


1.841 


1.470 


1.000 


1.672 


2.218 


1.649 


7.555 


412 


1.258 


2.153 


1.849 


1.445 


1.000 


1.531 


1.637 


3.302 


421 


1.000 


1.327 


2.871 


1.116 


1.903 


2.200 


2.644 


0.001 


465 


1.000 


1.000 


0.458 


1.249 


0.001 


1000.000 


0.702 


1.000 


534 


1.241 


1.841 


1.470 


1.000 


1.672 


2.218 


1.649 


7.555 


538 


1.560 


1.982 


2.159 


1.278 


1.425 


1.204 


3.046 


2.068 


565 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


657 


0.763 


1.602 


2.797 


1.265 


2.765 


2.236 


2.548 


5.071 


670 


1.710 


2.337 


1.898 


0.892 


1.347 


1.908 


1.136 


3.404 


739 


2.102 


1.689 


4.429 


0.830 


1.000 


1.000 


2.108 


2.208 


741 


1.935 


1.911 


2.812 


1.000 


1.854 


1.793 


2.441 


0.001 


744 


1.320 


1.404 


1.553 


1.000 


1.957 


1.816 


2.156 


3.745 


755 


1.219 


2.547 


1.288 


2.539 


3.936 


3.625 


2.363 


1.955 


757 


0.851 


0.750 


0.815 


0.258 


0.712 


1.229 


0.190 


1.000 


810 


1.219 


2.547 


1.288 


2.539 


3.936 


3.625 


2.363 


1.955 


811 


1.219 


2.547 


1.288 


2.539 


3.936 


3.625 


2.363 


1.955 


845 


2.765 


1.000 


2.202 


0.472 


0.490 


1.417 


0.725 


0.001 


861 


1.000 


1.000 


1.000 


1.000 


1.000 


1.530 


0.769 


1.000 


915 


1.058 


2.471 


1.583 


1.726 


0.506 


1.431 


2.632 


5.930 


954 


1.000 


1.000 


1.000 


1.000 


1.000 


1.530 


0.769 


1.000 


955 


1.322 


2.608 


1.910 


1.199 


1.635 


1.893 


1.473 


5.842 


991 


1.322 


2.608 


1.910 


1.199 


1.635 


1.893 


1.473 


5.842 


1035 


1.710 


2.337 


1.898 


0.892 


1.347 


1.908 


1.136 


3.404 


1049 


2.102 


1.689 


4.429 


0.830 


1.000 


1.000 


2.108 


2.208 


1050 


1.322 


2.608 


1.910 


1.199 


1.635 


1.893 


1.473 


5.842 


1235 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


1292 


1.000 


1.518 


1.980 


1.518 


2.526 


1.588 


1.865 


2.251 


1313 


1.710 


2.337 


1.898 


0.892 


1.347 


1.908 


1.136 


3.404 
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1331 


0.743 


2.126 


1.613 


1.177 


2.128 


1.000 


1.951 


6.931 


1334 


1.224 


3.432 


2.806 


1.328 


2.470 


2.592 


1.929 


6.973 


1418 


1.058 


2.471 


1.583 


1.726 


0.506 


1.431 


2.632 


5.930 


1419 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


1420 


1.205 


3.301 


2.749 


1.256 


2.474 


2.345 


1.826 


8.108 


1477 


1.205 


3.301 


2.749 


1.256 


2.474 


2.345 


1.826 


8.108 


1554 


1.000 


1.793 


2.719 


1.679 


1.000 


1.549 


2.076 


0.001 


1579 


0.741 


2.181 


2.494 


1.504 


1.511 


1.831 


2.064 


4.421 


1600 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


1639 


1.348 


2.222 


2.506 


1.355 


1.670 


2.535 


1.556 


8.411 


1657 


2.809 


1.534 


1.366 


1.197 


2.545 


1.964 


1.506 


0.001 


1679 


1.000 


1.793 


2.719 


1.679 


1.000 


1.549 


2.076 


0.001 


1744 


1.249 


2.009 


1.832 


1.488 


1.379 


1.975 


2.128 


13.930 


1847 


1.781 


2.929 


2.183 


2.759 


3.853 


3.092 


2.051 


7.549 


1877 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


1880 


1.000 


3.187 


2.564 


0.756 


1.226 


3.841 


3.201 


16.724 


1889 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


2009 


1.058 


2.471 


1.583 


1.726 


0.506 


1.431 


2.632 


5.930 


2023 


1.952 


1.472 


1.917 


1.516 


2.305 


2.677 


2.620 


2.660 


2029 


0.741 


2.181 


2.494 


1.504 


1.511 


1.831 


2.064 


4.421 


2071 


1.710 


2.337 


1.898 


0.892 


1.347 


1.908 


1.136 


3.404 


2077 


1.710 


2.337 


1.898 


0.892 


1.347 


1.908 


1.136 


3.404 


2103 


0.537 


1.790 


0.727 


0.750 


0.329 


1.100 


1.239 


0.001 


2109 


1.710 


2.337 


1.898 


0.892 


1.347 


1.908 


1.136 


3.404 


2138 


0.852 


1.789 


3.765 


0.686 


3.176 


1.591 


1.852 


0.001 


2143 


2.044 


17.760 


4.034 


1.988 


0.026 


3.908 


2.394 


42.662 


2183 


1.088 


5.833 


3.519 


1.572 


2.641 


4.011 


1.695 


7.783 


2185 


1.219 


2.547 


1.288 


2.539 


3.936 


3.625 


2.363 


1.955 


2190 


1.710 


2.337 


1.898 


0.892 


1.347 


1.908 


1.136 


3.404 


2200 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


2206 


1.000 


3.033 


1.912 


1.699 


2.147 


2.780 


2.155 


2.518 


2220 


0.337 


2.339 


0.768 


0.563 


0.359 


1.242 


1.492 


1.000 


2224 


1.000 


2.266 


2.040 


1.000 


2.747 


2.620 


1.718 


14.145 


2249 


1.137 


2.268 


2.414 


1.382 


2.107 


2.210 


2.384 


5.256 


2255 


1.243 


1.766 


1.547 


0.843 


1.000 


1.498 


2.122 


4.421 


2265 


5.268 


1.518 


2.253 


3.678 


0.766 


1.565 


1.000 


1.853 


2267 


0.815 


2.497 


3.234 


2.275 


2.344 


3.596 


5.023 


12.124 


2281 


1.128 


0.885 


1.237 


1.434 


3.327 


3.206 


1.355 


0.001 


2294 


1.058 


2.471 


1.583 


1.726 


0.506 


1.431 


2.632 


5.930 


2300 


1.058 


2.471 


1.583 


1.726 


0.506 


1.431 


2.632 


5.930 


2307 


0.741 


2.181 


2.494 


1.504 


1.511 


1.831 


2.064 


4.421 


2309 


1.240 


2.239 


2.841 


1.000 


2.270 


2.614 


0.583 


5.244 


2313 


0.633 


2.821 


2.976 


1.253 


1.675 


3.657 


2.284 


8.587 


2314 


1.348 


2.222 


2.506 


1.355 


1.670 


2.535 


1.556 


8.411 


2316 


0.741 


2.181 


2.494 


1.504 


1.511 


1.831 


2.064 


4.421 


2327 


1.000 


1.801 


1.978 


1.000 


3.188 


1.607 


2.276 


13.068 


2348 


0.790 


3.524 


3.377 


2.062 


2.123 


1.959 


1.626 


1.000 
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2384 



0.001 



1.346 



1.831 



1.000 



1.646 



1.944 



1.549 



1.000 
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SEQDD 
NO 

18| 

22 
127 
139 
148 
155 
246 
272 



P784 



1.000 

loop " 

1.708 " 
1.391 " 
1.708 " 
1.328 " 
1.243 " 
0.819 
273[ 1000.000 



P786 

1.000 
1.276 
2.247 
1.857 
2.247 
1.421 
1.679 
1.632 
0.758 



P791 

4.202 
14.034 
1.000 
1.000 
1.000 
2.456 
2.228 
2.808 
1.000 



P888 



1.464 

4.139 ' 

0.441 

0.402 

0.441 

1.910 

2.333 

5.465 

1.000 ' 



P889 

2.147 
3.640 
0.001 
1.000 
0.001 
2.069 
1.774 
2.307 
1.000 



279 



1.000 



1.000 



1.834 



2.776 



1.636 



298 1000.000 



0.758 



1.000 



1.000 



1.000 



329 



1.000 



1.000 



1.000 



0.642 



1.000 



353 



1.328 



1.421 



2.456 



1.910 



2.069 



354 



1.000 



1.416 



2.862 



2.690 



381 



1.708 



2.247 



1.000 



0.441 



389 



405 



1.000 



1.000 



1.000 



1.000 



1.821 



1.628 



0.642 



2.276 



406 



1.000 



1.821 



1.628 



2.276 



412 



1.000 



1.888 



1.915 



2.276 



421 



3.336 



1.677 



2.208 



1.000 



465 



534 



1.391 



1.857 



1.000 



1.000 



1.821 



1.628 



0.402 



2.276 



538 



565 



657 



670 



739 



1.000 



1.629 



2.152 



1.328 



1.421 



2.456 



1.000 



1.997 



2.083 



1.000 



1.780 



1.000 



1.356 



0.696 



1.000 



1.000 
1.910 



3.178 



2.177 



1.000 



741 



2.324 



1.000 



2.379 



1.407 



744 



2.137 



1.934 



2.482 



2.035 



755 



757 



0.796 



1.000 



1.737 



2.531 



3.138 



0.395 



1.000 
1.000 



810 



811 



0.796 



1.000 



0.796 



1.000 



1.737 



1.737 



1.000 



1.000 



845 1000.000 



861 
915 
954 
955 
991 
1035 
1049 
1050 
1235 
1292 
1313 



3.031 
1.000 
3.031 
0.876 
0.876 
1.000 
1.356 
0.876 
1.328 
1.000 
1.000 



1.984 

1.000 

1.000 

1.000 

1.781 

1.781 

1.780 

0.696 

1.781 

1.421 

1.000 

1.780 



1000.000 
1.000 
4.202 
1.000 
2.424 
2.424 
1.000 
1.000 
2.424 
2.456 
1.992 
1.000 " 



1.374 
1.000 
1.464 
1.000 
4.143 
4.143 
2.177 

l.ooo ' 

4.143 
1.910 " 
2.144 
2.177 
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133 


1 1.291 


3 1.001 


3 1.001 


3 1.99. 


5 2.203 


133< 


4 1.00< 


3 1.4K 


5 2.86: 


1 2.691 


3 1.645 


1411 


8 1.00< 


) 1.00( 


) 4.20: 


I 1.46< 


4- 2.147 


141* 


? 1.32J 


3 1.42' 


t 2.45< 


3 1.9K 


3 2 069 


142( 


) 0.8H 


5 1.00< 


) 2.19( 


3 2.44( 


5 1.518 


147* 


1 0.8H 


> 1.00( 


) 2.19( 


5 2.44( 


5 1.518 


155^ 


\ 1.58f 


> 1.88S 


> 2.17i 


I 1.80( 


3 1.867 


157S 


> 1.242 


\ 1.67S 


> 2.22* 


i 2.33: 


] 1 .774 


160C 


) 1.32? 


1.42] 


2.456 


> 1.9K 


2.069 


163S 


> 0.81S 


> 1.632 


\ 2.808 


i 5A6t 


> 2.307 


1657 


1 2.81C 


I 2.63* 


1.976 


> 1.491 


2.955 


167S 


> 1.585 


1.885 


2.178 


1.806 


> 1.867 


1744 


1.253 


1.994 


1.874 


3.193 


2.663 


1847 


1.559 


2.762 


5.043 


4.135 


3 753 


1877 


1.328 


I All 


2.456 


1.910 


2 069 


1880 


1.306 


1.940 


2.293 


3.897 


1 694 


1889 


1.328 


I All 


2.456 


1.910 


9 060 


2009 


1.000 


1.000 


4.202 


1.464 


2 147 


2023 


1.511 


1.357 


1.632 


1.891 


1 R9S 


2029 


1.243 


1.679 


2.228 


2.333 


1 774 


2071 


1.000 


1.780 


1.000 


2.177 


2 258 


2077 


1.000 


1.780 


1.000 


2.177 


2 9SR 


2103 


0.573 


2.678 


1.000 


2 507 


^ 978 


2109 


1.000 


1.780 


1.000 


2 177 


9 9^8 


2138 


7.866 


1.000 


1000.000 


1 719 


1 nnn 


2143 


2.625 


2.744 


4.155 


2.105 




2183 


1.000 


2.139 


3.014 


3 1 SO 

. 1 y y 


^ ^81 


2185 


0.796 


1.000 


1.737 


1.000 


7 91 & 


2190 


1.000 


1.780 


1.000 


2.177 


2 7S8 


2200 


1.328 


I All 


2.456 


1.910 


7 069 


2206 


1.489 


2.750 


2.910 


5.049 


4 006 


2220 


0.419 


3.014 


0.575 


2 397 


J.JJO 


2224 


1.000 


1.815 


2.513 


3 487 


9 1 SO 


2249 


1.328 


I All 


2.456 


1.910 


9 060 


2255 


1.000 


1.493 


2.186 


1.000 


9 999 


2265 


1.267 


3.638 


1.623 


5.889 


3 3^0 


2267 


1.746 


2.363 


5.515 


2.674 


3.637 


2281 


2.399 


3.587 


3.625 


2.567 


2.417 


2294 


1.000 


1.000 


4.202 


1.464 


2 147 


2300 


1.000 


1.000 


4.202 


1.464 


2 147 
z,. it/ 


2307 


1.243 


1.679 


2.228 


2.333 


1 774 


2309 


0.397 


1.000 


1.472 


5.315 


9 9S0 


2313 


1.000 


1.939 


2.505 


4.525 


2.674 


2314 


0.819 


1.632 


2.808 


5.465 


2.307 


2316 


1.243 


1.679 


2.228 


2.333 


1.774 


2327 


1.295 


1.658 


2.836 


2.766 


2.873 


2348 


2.167 


2.157 


3.410 


2.828 


3.794 
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1.352 



1.000 



2.727 



0.583 



1.000 



a 

m 
o 
y 

M 



a 
w 
o 

o 
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| SEQ ID | CLUSTER) 



SEQ NAME 



ORIENTATION | CLONE ID | LIBRARY | 



1 
2 

X 
4 

"5~ 
IT 
"7"™ 

8 



9 
10 

11" 

^2" 



734646 
"406221" 
205329" 
446680" 
"Jl261_ 
™ 400258 
"450559^ 
"450959 
451 794 " 
""415058" 



31506 
417155"" 



13 

~ 15 

~ J6j 

~ " 1 lL 
T9 
20 

21" 
"22" 

'~23~ 

" 24*" 

"J25" 
26 

27 
28 
29 

30™ 

""31"" 

32 
"33^ 
""34 
"35"" 

36* 

J38 
39" 
40" 
41 

42" 

~43"~ 
44 ' 
45 



448925^ 
Hfl329_ 

650422 
"6863" 



RTA2220001£F^ l^Seq 

J^^2^^^ 

RT^2200q06F409.ZP;Seq 
_RT^2200001 ^O^Pjeq' 
JCT^2200021 FJ . 1 8.3. P. Seq * 

RTv^^^ 

^A222^005Re.21 .J .KSeq 
JRT^200012F.eIl f.f.P.Seq 



^^2200007TJ . 16JL P. Seq ' 
l?I^2^0020F.d7l i 1 T.FSeq 



RTA2220001 2Rb.08. 1 -PjSeq 



RTA22200Q ^1 9Re : Z 1 . 1 . P .Seq 



449690 



724616 



549722 



549722 



RTA2^^ 

JRT^2200001 F.n.14."l .P.Seq" 



RT>^2^22^jr. 1 3. iTP.Seq" 



RT^2200062F. g. 18.1. P .Seq 



J^A2220001 6F.j\23. 1 .FSeq 



RT^220^ 



JRT^22^25RI .24. 1 Fsiq 



■J*481J0^^ 
515631 1 RT/^2200j^^ 
1 1881 ^A22^23^kjk^^e^" 
650856^1 ^1^5^d6l2Fj.24.1 .P.Seq I 



449701 
651073 



10340/ 
"648310" 



JRXA2220^ 1 7l .P.Seq 



31^^9999^^^^-^ 



730336^ 
~3060 



5^22002^^.07^1 .P.Seq * 



453016 
508931 



^T^220001 3FJ^2^RSeq 
JRTA222000 1 8F. Jb. IjOJJ^Seq 
RTA2220001 0F.I.06. 1 .P.Seq " 



185461 



46 
"47" 
48 

50™ 

51 

52 



452530 
'"448925 

" J?545" ^ 
^449891"*" 
*" 4045""" 
404475 
"650297" 
^650493^ 
644884 
452212 ' 
302727" 
645194"' 



] . RT A2J2^6^ 
1 RTA^ 

f RT^2220001 5Fji JJL1 .P.Seqj~ 
fRTA2220002^^ f 
LRT/&2M<^ 

"FTA2^ P.Seq~! 

! RT^? 2 °o^^^ 

rRTA22^227F.n ; 06. 1 J^Seq"' 

yRTA^^OOOIF Lf Seq ! 

RT^2200007F.k^04.j .P.Seq ~~ 
^RT A 2¥266^1F7k,21 ffi geg ^ 
RIi?£2^^ PJSeq'T 
RTA22200b03F.m .241 .P.Seq ! 



53 

54" 



44 L 501 J Rlj^22b601 3F.f. 14.1 . P^Secf 
556326 j RT/^22^^^ 
. 447035 j RT^200001>.eJI 5JLP^Seq 
m 2551~ rRTA2220^ 
736T54" ; Ff^220001 OF.i. 1 7. 1 P.Seq 



1^441^ I ^7^2200001 F.m.13.1 JPjeq" 
J RT^2^(M230F.gTl2.i. P.Seq 



F 

~"T 
" F 
~F 
~F 
F 
F 

"I? 
F 
F 
F 

If 
F 

*T 

F 

'F 

"f 

"*F 

'~'F 
/F 
"f 

I F 

' T" 

F 

. .„„ . 

" F 
"T~ 

"p " 

""'^ 

" F 

"F" 

"f" 

y 

7 F 

F~ 

" F '* 
F 

f " 
F 

""f"' 

F 

' F"~" 

"f " 
T"" 

F 

"F"'"' 
F 

F " 



„M?5^481[ : ?2J JCH16COP 
M^42Kj^"ll7"' CH 1 5CON " 
M00056020:410 j CH 1 5CON ~ 
"CH15C0N" 



M00042693:54 



M00054812:15 ;CH17COHLV| 



M00056617:86^ 
M00055882:16 



CH16COP ! 

_ "CH15CON^ 

^^^03^46^^ 
1^0056247^76 Cm5CON j 
'M00054591 :8f I CH17C0HLv1 



M00056670:11| 
""M0*66^6658" 



CH16C0P 

chTscon™ 



M00043507:45 CH17COHLV 



M00056020.47 CH15CON 



M00042911:83 
M00006967T25 



! CHISCON^ 
rCH02COH 



M00055495:45 I CH15CON 



M00057236:86 i CH16COP 



M00055383:24 fCH17COHLVl 



„M2Q0553^^ 

"f"M00056434:38T CH16COP^1 



\ M00008099:78 \ 
r ^^9^677^j4^ 
" M000567 10:891 
M00056243T7161 



j:H03MAH_i 

_c ffi e icqi p_ ] 

CH16pOPj 
CH15CON 1 



M00022 189^23 
'"^0056252:88" 



CH03MAH 
I CHISCOIST 



M00056879:81 1 j CH16COP 



M00042444:88 iCH17COHLV 



\MO€056485^212! CH16COF 
M00055209:411)TC 



M00026975:23~ ; CH04MAT' 



M000571 31:21 ! CH16COP 



I M0005541 |9j71 J CHI 7^HLV 
M00055945:8Tl \ CHTSCON^ 



! M00026879:410pCH04MAL" 



M00042540:85 1 "CH15CON 



1 M99„9S>9Ii 0 ?A " CH02C0F 

7 M00055438?8 1 0 H15CO NT 



M00042909:74T™CH15CbN 



: M00055959:1 12 f CH15CON 



lM00056232:712i 

'^9^^^y:^\ 

. M00056505:82 f"CH16COP 



CHI15CON_ 
CH17COHLV 



M00055709:79 i CH15CON 



M000^57^3728 r ^HJ^CON 
M00042570:82 f CH 1 5COISI 



M00056774-12"' CH16COP 



:Mq00K424m0 1 CH16COP_ 
"'M00M^5:33TchTtc6hLv1 



M0004290~2:34 8 CH15CON 



; M000071 51:211 ! "CH02COH 
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Table 1 



|SEQ ID 


| CLUSTER! seq NAME 


[ORIENTATION! CLONE ID 


LIBRARY | 




: 640974 


I RTA22200002F.b.07.1 P.Seq 


F 


: M00055429:85 


chTscon < 


\ 56 


) 555103 


: RTA22200022F.m.1 1.1 P.Seq 


F 


M00054973:110 


CH17C6yiL^ 




446789 


\ RTA22200001F.C.1 2.1 P.Seq 


F 


! M00042547:62 


CH15CONJ 




644884 


J RTA22200007F.k.04.2.P.Seq 


F 


; M00056232:712 


4 ^^15CON| 


P 59 


9029 


RTA2220O222F.g.08.1 P.Seq 


F 


I M00003792:111 


^HCHOICOH ! 


Feb' 


I 419255 


RTA22200007F.1. 14.2 P.Seq 


F 


M00056246.77 


i CH15CON~j 


61 


I 4309 


RTA22200225FJ.15.1 .P.Seq 


j F 


M00005491:23 


nCH02COH \ 


1 62 


r 554069™ 


RTA22200022F.p. 1 6. 1 .P.Seq 


F 


M00055008:28 j CH17COHLV! 


I 63 


4330 


RTA22200227F.L16.1 .P.Seq 


F 


M00006686:27 


} CH02COH j 


r~~64 


> 644903 


RTA22200015F.L22.1 P.Seq 


1 — *p— - 


M000571 03:511 


; CH16COP [ 


; 65" 


549395 


RTA22200024F.d.04.1. P.Seq ^ F 


M000551 63:32 


?CH17COHLV| 


i 66™ 


4974 


RTA22200225F.k.1 7.1. P.Seq 


| F" 


M00005500:53 


i CH02COH , 




447466 " 


RTA22200006F.h.03.2P.Seq 


F 


M00056053:19 


| CH15CON 


f 68 


645073 ^ 


RTA22200004F.0. 13.1 P.Seq j F 


M00055829:79 


r CH15COfsT" 


; 69 


447978 


RTA22200025F.L14.1 .P.Seq 


F 


M00055361 :81 




r"76 ~ 


607430 


RTA22200004F.p.22.1 .P.Seq 


F 


M00055841 :45 


- CH15CON \ 


71 


556198 


RTA22200014F.h.02.2.P.Seq 


! F 


M00056972:65 


\ CH16COP 1 


! 72 ~ 


" 450323 ~* 


RTA22200018F.I.23.1 .P.Seq 


1 F 


M00043352:59 ICH17COHLV 


I 73 


21205 i 


RTA22200249F.g.01 .1 .P.Seq 


F 


M00027660:53 


; CH04MAL 


74 


561109 ! 


RTA222O001 1 F.m.1 0.1 .P.Seq 


! F 


M00056631:43 


"'"CH16COP" 


75 


446673 


RTA22200001F.a.14.1 P.Seq 


i f 


M00042525:51 


CH15CON1 


76 


456026 


RTA22200004F.m.04.1 P.Seq 


\ F ; 


M00055817:38 


" CH15CON 


I 77 


449142 I 


RTA22200009F.c.13.2P.Seq \ F i 


M00042513:112^ CH16COP™ 1 


\ 78 


5830 


RTA22200010F.C.23.1 P.Seq 


j F 


M00056370:72 


CH16COP 


! 79 


554109 | 


RTA22200026F.g.07.1 P.Seq 


F 


M00055484:77 \ CH17COHLV 


[ 80 ~ 


595506™] 


RTA22200010F.I.16.1 P.Seq I F 


M00056491:78 


t CH16COP j 


i 81 , 


453981 | 


RTA22200010F.p.1 1.1 P.Seq I F ! 


M00056519:81 


CH16COP ! 


| 82 


64246T1 


RTA2220001 6Fj.11 .1 P.Seq 


I F i 


M00057233:54 


CH16COP I 


; 83 


556198 r 


RTA22200014F.h.02.1 P.Seq 


F 


M00056972:65 


CH16COP ] 


r ^84 ■ 


2082 j 


RTA22200009F.g.21.1 P.Seq \ F \ 


M00042801:26 


C hT6COP™; 


85 


549435 I 


RTA22200007F j. 06.1 P.Seq 


\ F 


M00056223:73 


CH15CON_! 


I 86 


2286 


RTA22200230F.j.03.1 P.Seq 


\ F 


M000071 77:511 


CH02COH 


I 87 


2737 


RTA22200023F.d.1 7.1 P.Seq 


\ F 1 


M00055039:52 


CH17COHLV 


r '88*"" i 


~~728l75 ~I 


RTA22200013F.f.13.1 P.Seq 


i" y~ ""i 


M00056839:71 


CH16COP 


; 89 \ 


650856 1 


RTA22200012F.O.01 .1 P.Seq 


F 


M00056772:14 


CH16COP^] 


r 90 i 


650476 I 


RTA22200005F.g.21 .1 P.Seq 


F 


M00055891:14 


CH15CON^ 


r 91 ' "i 


535208 ! 


RTA22200005F.b.02.1 P.Seq 


F 


M00055852:17 * 


CH15CON ' 


1 92™! 


^733849 " 


RTA2220001 1 F.m.24.1 P.Seq 


F 


M00056638:48l 


" M CH16COP ! 


j 93 f 


447978 \ 


RTA22200009F.g.19.1 P.Seq 


F 


M00042800:13 \ 


CH16COP 


I 94 


729483 | 


RTA22200012F.i.12.1P.Seq 


F ! 


M00056728:45 


CH16COP 


I 95 I 


12018 I 


RTA22200249F.e.19.1 P.Seq 


F 


M00027641:11 \ 


CH04MA1TJ 


f 96 : 


4747 


RTA22200227F.d.1 8.1 P.Seq 


F 


M00006630:311 \ 


CH02COfn 




4747 


RTA22200225F.a.23.1 P.Seq 


F 


M0000541 5:612) 


CH02COH 


^ 98 ! 


185577 


RTA22200240F.L02.1 P.Seq 


F 


M00023409:78 I 


CH04MAL 


~ "99 * ] 


4126" 


RTA22200231F.m.1 7.1 P.Seq 


F 


M00007990:43 I 


CH03MAH 


100 ] 


11456 T 


RTA22200226F.I.08.1 P.Seq 


F 


M00005765:67 \ 


CH02COH 


101 I 


729851 ; 


RTA2220001 OF.o.03.1 P.Seq 


F 


M00056508:210 


CH16COP ' 


102 J 


449849 j 


RTA22200019F.b.07.1. P.Seq ; 


F 


M0004339^26^ 


CH17COHLV 


" 103 f 


2490 ! 


RTA22200237F.e.1 7.1 P.Seq : 


F 


M00022720:111 


CH03MAH 


""'104™' 


549041 


RTA22266021F.h.21.3P.Seq \ 


F 


M00054779:67 I 


CH17COHLV, 


105 \ 


11881 


RTA22200237FJ.01.1 P.Seq ' 


F 


M00022750:17 


CH03MAH 


106 7 


724296 f 


RTA22200014F.O.1 0.1 P.Seq * 


F 


M00057025:18 


CH16COP \ 


107 


726173 ; 


RTA22200014F.O.01.1 P.Seq | 


F 


M00057023:89 


CH16COP^I 


108' ] 


2423 


RTA22200236F.h.20.1 P.Seq \ 


F 


M00022641:62 x 


CH03MAHT] 
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SEQ ID 



109 

" 110 

TiT 

I 1 2. 
"113 
114 

116 
Tl7 
118 

"120 
12? 

122 
J23 

124 
~125 
T26 
"127 
J28 

129 

130 

1 ?i 
132 

""133 

134 

135 

136 

'W 
"138 

J39 

140 

H'i 

J42 
143 
144 
"145" 
"i"46 

J47~ 
148 

"149 
150 
151 
152 

"153 
154 
155 

J56 

J57 
158 



cluster] _seq name___ 

556250" i Rf ^22000 1 4 F109; 1 P .Seq 
~ 643594 
"11881™ 

2110 
10340 

"I64M94" 
~ 447035" 
402707 
J345799" 
17J51T 
~ 451607 
"" 3138 



RTA22^^5R : b : ay P-Seq 

RT A2220^37fj?[l !l P.S©£ 
~RT ^2200235Ra J9. . 1 JP.Seq 

2RW2200005F^^ P^Seq 
j*TA22^ 

RT A22200007F.C.21 .1 P.Seq 



2988 



RTA2220001^jd^2^ 
Rf^220001^^ 
RTAZ^ 

RJA^00242 FJ^08 J . P L Seg 
WA22200229F.h.ll.1 .pTSeq^ 



447326_ l JRTA22^0TO14f^^^.P : S^ \ F_ 

"454999 
185652 



J3725 
"726644' 
^11012 " 
"726377' 
"W5326" 

650845^ 



9048 
732254 




8953 
8966 



RTA22200009F.a. 1 3jy^Seq_ 
LRJA2p^ 

RT>^2^232Rd . 1 7 "l . P.Seg" 
~RT^2^ 

RTA22200Z27FJ1.21 .1JP.Seq " 

RJA^2J^ 
* RT A^^i^FJJSJLF^eq ~ 
RT A22200^2F11^.1 P^Seq 

^RTA22200m ^FJ^eJ^RSeq 
RTA22200<^^ 
^F^>^^0^2F.L05J I P^Seq 
RT A2221 00244 P nJ6J^P .^q 
MA22^0242Rg . 1 lTl PjSeq^ 
"RT/^^ 
RTA2Z>0C^ 
RT A2^^ 
RTA222M^ 
' RTy^22J^^ " 
~~RT A22200241F.CJ05J P^eq ~ 
RT^2266243F7c.04.fP.Seq 



] ORIENTATION | 

V f Jf 

T " ' " f 1 

T~ f 

F 

T ^ 

T" F 

T" " f" 
L 

F 

F~ 

L 

EL 

F^ 

F_ 

L 

L 

F 



CLONE ID | 

M00^W^31T 
M00055851:612f 



LIBRARY 



CH16COP 



CH15CON 



M00022750:17 \ CH03MAH 



M00056969:21 \ CH16COP 



M^05^61j71 2 :_Cm6COP 
^00042432:81 6] 
1^00027028*37 L" 



_M^0£568^89 \ 
1^0006745:12 
M00056860:6127 



F 

f" 
F 

_ 

F 

"F* 

"f 
"f 



F 
F 

F 

~F 

T 
"f 
"f" 



530883 f RTA^^JOOI^F^^P;^ ; 
^ 6725 ! 'l^Tlte:^ 
J439 "RT A22200222f£i^ .1 P.Seq I 
648472 i RTj^22<^^ j 
735346 T"RT A2220001 1 F.L03.1 P.Seq 1 



732121 



650337 



533588 



j349667^ 
394436^ 
649354 



RTA2220001 1 F.j.05.1 P.Seq 



RTA22200005F.h . 1 5. 1 P.Seq 



RTA222JD0^ 



j^^2200^R^^ 
RTA2220001 5F.p.07. 1 P.Seq T 
RTA2220i^ 



F 
F" 
F 
F 

Y 

F 
F 

f~" 



M00022791:611 i CH03MAH 



M00022415:26 \ CH03MAH 



M00^^57^75 LP.y^^AHM 
M00055851 :612l CH15CON \ 



Moqo^2§!^ 1 f 

M06056952:84™ 



CH16COP 



M00056939:22 ! CH16COP 



l\^0^6976^610i CH16COP 
M00027039:59 T 
M00006987:71 1 f 



CH04MAJ__ 
CH02COH 



1 



jCH16COP_^ 
M00021 947:36 \ CH03MAH 1 



CH16COP 



CH02COH 
1CH16COP" 



M00056886:31 1 1 CH16COP 



M00056884:36 \ CH16COP 



M000041 01:81 . CH01COH 



2022 I RTA22200240F.e.10.1 P.Seq 



159 ! 561359 I RTA22200003^ 
1^7607 ™1*RTA22200225^^ 

161 "j 7750^ Y"RTA^q024^ 

162 T 410554 i '"Rt/^22b0012FJ.21.1. P.Seq j 



F 

"Ff 
F 

„, 

F 
F 



I M00056863:53 CH16COP * 


I M00056735j28^ 


CH16COP 


M00003948:212 


CH01COH 


; M00027222:39 


CH04MAL 


M00027016:76 


CH04MAL 


M00026899:71 1 


CH04MAL 


i M00006761:49 


H:H0~2COH 


* M00056879:55 


CH16COP 


: M00022516:59 


r ~ CH03MAH 


; M00022430:44 


CH03MAH 


I M00026866:88 


| _CH04MAL * 


M00027088:86 


I CH04MAL 1 


: M00056866:55 


CH16COP j 


M00022973:78 


CH03MAH ^ 



M00004167:411 1 CH01COH 



M00056712:17 5 CH16COP 



M00056618:22 I CH16COP 



M00056600:87 \ CH16COP 



M00055900:25 \ CH15CON 



M00055981:17 I CH15CON 



M00056290:82 \ CH15CON 



M000571 45:45 '., CH16COP 


M00056210-.53T CH15CON 


M00023347:312 


| CH04MAL 


M00055703:26 


cmscoN^ 


M00005520:512 


CH02COH 


M00027006:81 


X CH04MAL 


M00056729:812 


CH16COP • 
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Table 1 



| ORIENTATION) 

*77'f" _ ; 



SEQ ID 



CLUSTER 



SEQ NAME 



163 
164 
165 

"166* 



2315 

J361734' 

-J 420 "! 
559663 



RTA22200230F . a24. IJP^Seq 
RtA222066T4F.f.10.2.P.Seq 
RTA22200229F.f.02.1 P.Seq 



CLONE ID | 

M00d67l3^5:2lTr 
M0005696l7712f 



LIBRARY 

c'h62CoFT 
c"m6COP" 



167 



J69 
J7(f 
171" 
T72~ 

J73 

jy 4 - 



7082 

650472^ 
""6482 ~ 
"4584"" 
"453846" 



650820 
642906" 



175 
176 
177 
178" 
179 
J80 
181" 

182 
"183 " 
J84 
J8jf 

186 



448805 
649667 



RTA2220^^ |_ 
RTA^20(^5I^ 

RTA2220(^^ F 
"RT7522Q0230F.a.10.1 P.Seq F " 
~RTA222002^ 

RTA2220001 l^P^^P^eq f " 
^RTA22200005R^^ ' I ~ 

RT^^0012F£^ I 
RTA2220001 2F.p. 1 8. 1 pTSeql" 



M0000^64J11L CH02COH 
M00056697:53~ 



735786 
l2j457' 

372960 ; RTA222M01j^^ 
T20049"l~RTA22200012FJ.ll3j\P.&q [ 



.L 
F 

K 

F 

F 
F 
F 
F 



M00022565:15 
MOOOi^ 

M000^^7^77 1 

" M00007096:5T r"cH02COH 



CHJ6COP^ 
CH03MAFL 
"CH^OH^ 
CH16COP 



M00007096:52 



M0q056674k55 
~M00056656;83 



CH02COH 
"C^6COF 
CH16COP 



M00055887:36 ) CH15CON 



M00055912:35 I CH15CON 



M00056082:66 ! CH15CON 



M00056758:35 ! CH16COP 



M00056785:68 \ CH16COP 



RTA22200226F.aJ6.1 P.Seq " 
RTA22200008F.e.08?1P7Seq" 



187 
J 88 
J 89 

190" 
~19T 

192^ 

T 9 ^L 
"194 

J96[ 
J 97 

J 98 
199 
200 



648996 
462642 

Z 2 Zl 8 iJ RTA2220001 6F.f.18.1P.Se q 

649259 J RT A22^^ 

736860 " m RTA22^0009F.p^24.1P : Seq 

729175. ! " J RTA2j^00^ 

"642906 1 ~RtA22200005F.f.14.1 P.Seq " 



4420 _j RJA2220023^ < 
~ 242(Y jMRTT^^ 7 ' " 

6481 09" TRt/V22 20001 5F~o.03.1 P TSeq r 
2334_JJRTjft^^ " 
RtA22200003F^ 
~Rf A22200003F.n.12.1 PTSeq 



639705^ 
"5519^ 
J613fiffi_ 

595506 



F 
F 

F 
F 
F 

F 

"¥' 

F 

JF™ 
F* 

T' 
F 

Jl* 
F 

F 



M0O056756:28 I CH16COF^ 
m60056733:49 f C H 1 6COP 
CHISCOI^ 
CH02COH^ 
CHI SCON 



M0^5613^211 
1^00^5^67 ] 
M00056342:75T 
M060572087l 2 j 
"1^^56079^412; 
M000561 80:89" 



CH16COP 

CH15CON^ 

CH15CON 



M00056351:46 
"M0^567^lT 

^J?^58^15^ 
7^002212^45" 

M00005619:19 



CH16COP 
"CH16COP"" 



CHI^OI^ 
'CHOSHM^ 
CH02COH 



M000571 35:84 \ CH16COP 



M00056661:19 I CH16COP 



MJOOO^^:49 
MM05^7^6T 
RTA222000 03F.m.20 .1 P.Seq I F \ M00055^ 

RTA22200022F.a.01.1 P.Seq 1 T ~ 7 M00054866:77 



CH15CON ! 

'CJH^CON 
CH17COHLV 



49942 1JRIA? 220001 3F.f.1 6.1 P.Seq 



11 

M00056839:61 I CH16COP 



735477 J RTA2220001^6F : f.08J : P.Seq 
y^yg pRjJ55i220001 3F.g?21 A P.Seq 




R1^2200230Fjc^^ 
'^2220^7^24^ 
Rt^2200012F^^ ' 
RT/^2200229F.k.24.1 P.Seq 



JRT^2200^29FJ .0JM P.Seq^ 
R|^2d0227 PgJ^I P. Seq^ 

RT^2200022^ 
452238 I J?f/^0000^ MIAF^l 
22591T"T RTi^220002^ 
463480 Y RT A22^00022F.pJ 8^1 ^Seq^ 
~ *RT^22OO0«^^ 

RTA22200003F.f.04.1 P.Seq 



F 
F 

f' 

F 
F 

"F" 

"f" 
"f" 

F 
F 
F 

"f" 
T' 
f" 

F 
F 



M00057203:56 

'MooosewSisT" 



CH16COP 

CHTbcdF 



M00^0^J2rl12, 
" M00056283:52 " 



CH02^O^ 
"CH15CON" 



M00056759:611 


CH16COP I 


; 1^00007028:34^ 


CH02COH J 


M00007028:34 


CH02COH | 


M00006664:29 


CH02O0YT1 



M00054745:13 lCH17COHLV^ 

1^0042838^ 

M00^550^)8729 ; CH1 7COHLV 
JM00056^^r J '^15Cp N ~] 

^CH15CON i 



M00055056^26 
M00055633:711 



55JJ[17 I RTA2220^023RpXl3J^ F i M00055131j210J CH17COHLV^ 

7 RTA22200231 F.g.16.1 P.Seq 1 F V M00007964:71 I CH03MAH \ 
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Table 1 

SEQ IDJ CLUSTER 
217 f T29295 ' 



SEQ NAME 



JRTA22200017F.b.14.1.P.Seq 



218 j 450429 J RTA2220^ 

221 J_446614 

222 I 555911" 



RTA22200001F.e.01J P.Seq 



223 
-224 



j450^ 

JRTA22^ 



(ORIENTATION^ 

I ' F ; 

CT" F 

* F 



CLONE ID 



M00057306;8j^ 
M00056195738 



M00054927:58 



JJBRARYJ 



JCH16COP 
CH15CON" 



CH17COHLV 



M00056016:46 ! CH15CON 



M00042563:52 CH15CON 



M00055050:74 j CH17COHLV 



28 



.225J. 
226 I 



446450 JJIE^2200001 F.M 5J JP.Seq 
452M6 R .Seq 



227 643594 



228 



1905 



229 
"230 

"231J 
^232 

23 ~CX 
""234 T 



651073 
^553705' 
521M0' 
J648689 
447858" 
556198 



: RTA^ggOOOO^al te.RSeg 
I RtA22200012 F.o.14J^P.S eq' 

RTA222OT0^7^.06i^.Seq 
I" RT^22O00^ 

MRTA222^^ 
RTv^220q022Fjd/l 10.1 P .Secf 

lj?I^ 



236 



639651 



^TA^OOOI 0F.d.j 8.1 -KSeq 

J^^^O^^ 

241 J 230670^ i RTA22200009f£^J4.1 P.Seq 



; 237 


499424 ! 


I 238 


468109 ! 


r 239 


185701 | 


! 240 


451811 i 



F 

~F 
F 
F 

"F 
F 

"f" 

F 

I 
F 

^1 
F 

~F~ 

~f" 
T 
f" 



M00055999:71 O^CHISCOI^ 
CH15CONJ 
CHI^OPj 

"CHJ^CON__ 

M000^75j38T CH1 6COP 
M00056243:710 
M06656001:27 I 



M00042717:44 
M00055999:76 



CH15CON J 
CH15CON1 



^00055802:84 j CH15(^Nj 

" M000561 1 ]^X^ C[ ^1^9^ 
~M000^j^^ 
™IV§0056374^ 
M00055662:14 *" 



M00055647^4 

M000^^:82" 
M0^4915^57~" 
M00027561 :34 



CH15CON^ 
^CH15CON^ 
CH16COP 
CH15C6F 
C5H04MAL 



M00042850:34 i CH16COP \ 



r 242 


172013 


rRTA22200021F.I.15.3P.Seq \ 


"~""f" 


M00054826:310 


CH^COHLV^ 


! 243 


449142 


rRTA2220b66lF.f.10.1 P.Seq I 


F 


* M00042694:52 


CH15CON 


' 244 


446964 


nRTA22200001F.h.23.1 P.Seq 


F 


M0004272V.77 


CH15CON 



245 



246 
247 
248 
249 
250 
251 
252 
253 
"254" 



^Z^JJ^JJ^220m^FAJ ^P^Seq 

641 1j2]LT^ 
555702 r 
J49435 J ~RT/^ 

64395£ f RJ^2200002F.^9^P : SeqL 
11 59MJT^ 

560526 : RtA^00022Rf.miP^ei 



41 1 1J 3JJ^A^200023F^^ 
559409 



255 : 

257 'T 
"258*3 
"259 "j" 
~260 

261 

"262 '^'t 
1263 J 
264 

~265™T 
1266 HI' 
267 

~268~" 
269 : 

270 r 



650053 
44851T 



642142 
470462 



431601 
421 43f 
284586 
" 556198" 
'43160T 
"449891^ 
"556561 
2554188 
J247 "1 
546705 
560984" 
455820 



RT^22qOW4£^^P.Seq^ 

RI' 2 ^^^ 

RT^22M^ 

RT^^OOO^^^ ~' 
RTA22^00J^Ro^0JJ^ 

RJ^2200004fj^ 



RT/^2^q001F^miJP : SeqL 
RT^i^O^OgfjdJ 7.1 .P.Seq 

"RTA222M004 

Rf A22200022F.P.01 .1 P.Seq 

™RT^2^06F^.^ZP^ 

Rt^^qoq22F^a^ 

"1RTA22200022R 
RTj^^^jOeF^O^ 



P.Seq 



P.Seg 
P.Seq 



F 

"L 

F 

f" 

F 

"> 
F 

"F~ 

'"f" 
"f 

F~ 
F 

"f" 
™f' 

F 

"F 

JF" 
F 

"F - " 

"f" 

F ^ 
"F" 

"f " 



M00054945:77 



M00055805:37 



M00054949:53 



M00054561 :56 



M00055451 :71 1 



M00055420:56 



£H17COHLVl 
CHI SCON 1 



CH17COHLV! 



CH17COHLV1 



CH15CON 



CH17COHLVj 



M00^910^!CH^^ 
M00055744:69J^ i 

" M00042777:46T™CH16COP™1 



M00057277^510; 
M00056M 
^M00055^^6 r 
"M00042704:52l 



CH16COP 

CHf5CONl 

CH15CON 



CHISCON^ 
"CH15CON 



M 52055451:67 _ 
M00054963:84 TCHlTcOHLVI 



M00055800:48 i CH15CON 



1wbq95499£2^ 
"'M00054996-39 ^CmfCOHLV 



M00056001:26 I CH15CON 



M000549^^l£^ 
M00054997:83 ICH17COHO/I 

; M00056645T8 r f C ; hTsCON 1 
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Table 1 



SEQ ID 


CLUSTER 


I SEQ NAME I ORIENTATION) CLONE ID 


LIBRARY | 


u 271 


643129 


S RTA22200006Rn.12.2.P.Seq j 


F 


!M00056103:412 






^ 454653 


rRTA22200023F.o.20.1 P.Seq 


*™f' 


\ M000551 28:210 




273 


^456549 


; RTA22200002F.k.01.1. P.Seq s 


F 


! M00055522:32 


^CH15CON 


274 


454806 


\ RTA22200004F.n.04.1 P.Seq 


f' 


\ M00055822:84 


CH15CON 1 


* 275 


l_ 724296 


I RTA22200014F.o.10.2.P.Seq 


F 


! M00057025:18 j CH16COP 


276 


i 559280 


f RTfe22bO015Fj,19Tfl^eq 


F 


\ M000571 06:26 




277 


171511 


! RTA22200014F.c.05.2.P.Seq j 


F 


f M00056939:22 j CH16COP j 


278 


644242 


\ RTA22200002F.o.147l.P.Seqr* 


F 


^5q55 5553: 34 { 5H15CON \ 


279 


734370 


I RTA22200016F.j.07.1. P.Seq V" ~ 


F 


I M00057232:46 


I CH16COP | 


280 


639459 


r RTA22200002F.L1 8.1. P.Seq ; 


F 


f M06055512:76 


i CH15CON j 


281 


641679™ 


f RTA22200003F.d.20.1. P.Seq ! 


F 


TlVl60055613:52 


I CH15CON j 


282 


(J344611 


! RTA22200002F1 10.1. P.Seq 


~~ "If" 


; M00055509:89 


[ CH15CON 1 


283 


u 550038 


J RT^22d0021F.i.16.3.P.Seq 


F 


j M00054802:72 


[CH17COHLV] 


284 


I452567 




F 


■ M00055519:36 


CH15CON ! 


" 285 


411113 


\ RTA22200024F.f.03.1. P.Seq | 


F 


! M000551 85:21 


iCH17C6HLV| 




h 650749 


* RTA22200002F.d. 18.1. P.Seq \ 


" F 


M00055451:611 


j CH15CON j 


287 


| 558899 


pRTA22200026F.d. 12.1 P.Seq \ 


F 


[ M00055421:44 


i CH17COHLV! 


288 ~ 


r 452986 


( RTA22200002F.a. 13.1 P.Seq { 


F 


f Mdd055426:22 


• CH15CON | 


289 


393197 


r RT^200015F.k.01 .1 P.Seq 


F* 


j M000571 08:59 


CH16COP j 
CH17COHL^ 


290 


L 499424 


^ RTA22200024F.e.1 0.1 P.Seq \ 


F 


M000551 79:42 


|~2 Q1 


LA 1669 


, RTA22200025F.m.07.2.P.Seq | 


F 


! M00055384:13 


CH17COHLV| 


r 292 


l_640590 


j RTA22200004F.h.21 .1 P.Seq T 


~F" 


iM00055794:71l! CH15CON \ 


293 


H549936 


, RTA22200024F.C.10.1 P.Seq \ 


F 


\ M000551 57:311 


CH17COHLVJ 




448770 


i RTA22200016F.C.17.1 P.Seq I 


F 


SM00057174:712 


CH16COP1 


r 295 


r 559280 


I RTA22200015F.h.14.1P.Seq : r 


F 


I M00057093.69 


"CH16COP | 




^648934 


RT A22200003F.C. 1 6. 1 P.Seq i 


~~f" 


I M00055591:81 


CH15CON ! 


r 297 


452685 


i RTA22200004F.p.06.1 P.Seq I 


F" 


\ M00055838:412 


CH15CON 


298 


^456549 


RTA22200002F.J.24.1 P.Seq i 


p 


j M00055522:32 


[ ciTisconT 1 


299 


446614 


RTA22200001F.d.24.1 P.Seq 1 


F 


I M00042563:52 


r CH15CON ^ 


300 


559280 


RTA22200024F.d.1 8.1 P.Seq ; 


F 


TM00055 170:52 


r CH17COHLVi 


301^ 


446673 


RTA22200015F.C.0 1.1 P.Seq \ 


F 


t M00057055.78 


L CH16COP \ 


302 


562550 


RTA22200004F.n. 17.1. P.Seq ; 


" "T" 


I ^00055826^ 


CH15CON i 


303^ 


467288 


^ RTA22200002Rh.16.1 P.Seq T 


F 


\ M00055500:25 [ 


CH15CON I 
CH15CON 1 


304 


r 463824 


RTA22200004F.n. 10.1 P.Seq ; 


" F 


f M00055823:43 


f 305 


393197 


RTA22200015FJ.24.1 P.Seq \ 


F 


\ M00057 108^59" 


CH16COP I 




^407077 ^ 


RTP^2200015F.j.22.1 P.Seq \ 


F 


fM'600571 08:64 


CH16COP ! 


^307 


499424 


RTA22200018F.M 3.1 P.Seq \ 


F 


\ M00043317:81^ 


CH17COHLV' 


308 


554500 


RTA22200021F.o.20.2P.Seq j 


F 


fM00054857:512J 


CH17COHLV? 


^ "309 


730143 


LRTA22200015F.k.14.1 P.Seq | T 


"" F 


M000571 12:29 


CH16COP I 


310 j 


595506 


[RTA22200015F.C.21.1 P.Seq \ 


F 


i M00057061:44 


CH16COP \ 


311 


2334 


RTA22200016F.k.13.1 P.Seq j 


F 


! M00057242:85 


CH16COP j 


312 


647444 


RTA22200002F.k.22.1 P.Seq 


F 


f M00055527:71 1 


CH15CON ! 


313 1 


380291 ^ 


RTA22200008F.a.03.1 P.Seq ; 


F 


I M00056292.55 


cm scon ; 




644849 


RTA22200016F.a.22.1 P.Seq \ 


F 


M000571 62:37 


"'CH16COP 1 


r 315 


449457 


RTA22200018F.g.23.1 P.Seq 


F 


i"Mb0043314:84 


CH17COHLVj 


316 J 


446673 


RTA22200015F.b.24.1 P.Seq ! 


"""f" 


! M00057055:78 1 


CH16COP_ 


317 


549069 1 




RTA22200020F.e.05.1 P.Seq | 


F 


M00054596:27 


CH17COHLV 


318* " 


728884 


RTA22200015F.d.02.1 P.Seq I 


f~ 


; M00057063:38 


CH16COP " 


319 ^ 


415058 


RTA22200020F.f.03.1 P.Seq 


F 


; M00054605:41 


CH17COHLV 


320 


553955 * 


RTA22200020F.e.20.1 P.Seq \ 


F 


r M00054602:42 


ChH7CdHLVi 


321 


455820 


RTA22200018F.U 6.1 P.Seq ; 


F 


1 M00043323:44 


CH17COHLV] 


322"! 


549617 


RTA22200020F.f. 20.1 P.Seq j 


F 


j M00054611:6F 


CH17COHLVi 




44983T" 


RTA22200018F.d.22.1 P.Seq i 


F 


I M00042518:16 


CH17COHLV^ 


324 i 


451580 | 


RTA22200018F.b.09.1 P.Seq * 


F 


j M00042444:75 ] 


CH17COHLVJ 
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Table 1 



SEQ ID 



CLUSTERJ _ _ SEQ NAME " 
r 562292' jlRTA222C^ 



CLONE ID 



M00055325^212 
M00055368:26" 



UBRARY j 



CH17COHLV^ 
CH17COHLv' 



J327 _J_ 5830^ 
328 f 8953 



) RTA2220024¥F.p.09.lTprSeq 



M00056552:110i CH16COP 



^329 8012^ ) ^^22002MF102. 1 P.Seq I 

f8CT1^RTA2M00250F.f.15.l.P.S^"j~''"*" 



M00027608:87 | CH04MAL 



330 



331 



332 



333 



334 



M00008089:59 | CH03MAH 



729851 J RTA22200011F.b.18.1 P.Seq 



185597 \ RTA22200249F.a.20.1 P.Seq 



M00027^42 I 
"jS00M6532185 
M00027616:712; 



CH04MAL 



CH16COJL 
CH04MAL 



9887 1 RTA22200234F.M4.1 P.Seq 



725825 | RTA22200011F.c.16.1.P.Seq 



335 



6545 J RTA22200249F.e. 12.1 P.Seq 



336 



337 



21205 RTA22200249F.f.24.1 P.Seq 



338 



_8867_ I RTA^200234£^3JLP : Seq : 



339 ) 730430 \ RTA2220001 OF. h. 08.1 P.Seq 



340 



7072 I RTA22200233F.h.20.1 P.Seq 





T 550571 



347 



1183 




RTA2^00010F : n : 17.1 P.Seq 
RTA222K^^ ' 
RTA222^^ 

RTA22200010^ JT^IJ-P^eq 
RT A2220001 OFi^8.j7P^Seq^ 

FrfA^pw 

RTA^00^F^2^P^q 

RT^^2M242F]d : 2 \A P Jieq ' 
RT^2J^ 

^1^2200007^^23.1 LP-Seq" 
RTA2220d013F.k.1 1 .1 P.Seq 



M00022253u53 
' M^^47^34 
M000^6^511 
^^027660^531 
1^00022280:711 

l^05649^5X 
M00g5^&212j 

M0000^5j9^ r 

M00004852^14 
^M^5^3^7lV 
M00056483:66 



CH03MAH_ 
CH16COP 



CH04IV^L 
CH04MAL 



CH03MAH 
CH16COP 



CHMM3COPJ 
^~H03MAHj 

CHJ6COPJ 
CH02COH 1 



CH02COH 
dH16COP^ 
____ _ CH16COP_i 

M00027527:7TT™CH04MAL ! 



M00054494:51 ; CH17COHLV^ 



CH15CON 



M00026994:17 \ CH04MAL 
: ' M00056125^9l 

M0^6896:5jo; 

M00006928?i4l 
""M00056143:59"t 



J 



CH04J\^^ 
CH02COH 



RT^^MojfRgm 1 P^SeqJ 

FOj^2^0229R^^^ | 
^^22002^R^^1 .F^SeqJ 

RT^22™6dq05Rc^^ f 

RTA22200007F.k.1 8. TpTSegT 




362 



J363^ 
364 



388085 



2676 
639240 



1^10005687^5; 
^00056708^411 
1^005^3:38 
^M0005696^57 ; 

M00006928^"i \ 

M00006867^6i2 \ 
'''M^55868^43 ) 
" M00006761:35~ 



CH15CON j 
"CHjlCOP^I 
JCHJ6COPJ 

J:hj6cop I 

CH^COFj 
1CH02CO}Tj 
CH02COHJ 
'CHp3I^HJ 
CH02COH I 

qmscoNl 
CHoScoTTS 



M00056238:57 CH1 SCON 



365 ^ 650472 1 ^1^2^0012^^19.^^569 

^6^^27789^7' ^T^^ 
_367' 2495"'"™r^^ 
_Jw""1~732254 "*jJ*Tf^ 

3717L 448677 J RTA22200TO9^jO^^P^q 

_372 J 876J r^l^2W^flU.2£ : S^ \ 
_373 T "3441 " f Rt>^00233 - 
^ i ^^3^ - - Rf A222006Tl fT|.05. 1 P.Seq T 



M00056705:57 I CH16COP i 



376 



9048 I RTA222W222I^J^2J^eq I F 

F 
F 



jyW0056715^31 
: M0002^95j2lY 
CmOTO^67^57" 
: M00005517^64 
lM0002^[^83" 
: ^0^4-40^5 

""M00008065:62T 
! 'mW0566T8:61'TT 

M00027039. : 66 T 



CH16COP_ 
CH^MAH^ 
CH16COP 



CH02COH 



CH03T^ 
ICH16COP 
CHMMAH 
CH03MAlTj 
ICHJ6COPJ 

CH04MAL 1 



5ZI^1^44205^^[ RTA22200007F.c : 24^ 



M00056162:68 ! CH15CON 



^78^J_468689 ( RJA22200006F.f.04.2.P.Seq 



M00056036:26 ) CH15CON 



Table 1 
Page 7 of 45 



Table 1 

[s|q]dJcQj^t|^ 



CLONE ID [ LIBRARY J 



SEQ NAME 



379 j 638971 i RTA22200012F.k.1 9.1 P.Seq 



380 

38V 



10274 



6725 



382 



383 



2488 
""8366" 
502683* 



RTA22200241 F.I.1 7. 1 P.Seq 



RTA22200232F.f.22.1 P.Seq 



450914 




RTA222000 1 2 FJL21 ^P-Seq 
RT^^^^F^O^lP^eq^ 
RTA22200007F.a.69.1 .P.Seq 



RTA22200012F.k.22.1 P.Seq 



644205 

8012^ 
11270 



RT>^2*00^^-1P.S^q^ 
RTA22200227F.m.18.f.P.Seq~ 



397 



398 



RT>Q^^2^F.h^04/IP^Seq 
RTA2220(^ 

f^^200236F . a. 1 1 /t '. P. . ,Seq 
RT^200222 IF. e. j^P^Seq^ 
RTA2^0023j8F±l2 1 -IP-Seq 
RT^2i^ 
2 QZ§^^BI^2^^^ I^P .Seq 
~4809^]jR^^ 
6402 



| ORIENTATION| 

I""" ^ F 
! F 

r ™ f : 
r J~'"f['~ 
~"~~"f 

n Ell 
1 F "' 
1 1 F _ 

F~_ 

11 F _ 
F _ 

F_ 

lf]f_ 
F" 

]"]f '"~ 
F 

T F ZI 

F _ 
F 



M00026936^312: 

M000271 73:48" 
M000561 39:7T 



CHO^AH^ 
^CH16C^ 
CH04i\ML_ 
CH15CON 



M0005(^^5 
M00027140:311 



CK16COP 
CH04MAL~ 



M00056162:68 
m60^5\3:69 
M00022148?i6 



cm scon 



M00022738:46^ 
M00026902:74^ 



CH02CO|i 

ct^iy^^ 

"CH02COh£] 
3CH03MAH j 
CH04MAL 



M00022617.32 



CH^^AH 
CH01 COH 



CH03MAH 
j:TO3MAH 

CHN^AH^ 
CH01COH 



1400^ 


| 555244 


j RTA22200023F.e.03.1 P.Seq ^ 


401 


P548965 


r^TA22200012F.g. 16.1 P.Seq i 


402 j 4747 


RTA22200227F.m. 12.1. P.Seq \ 


403 


I 40208 


MRTA22200241F.n.21.1. P.Seq I 


^404 


f 14596 


RTA22200241F.d. 18.1 P.Seq s 


405 


\ 7110 


RTA22200232F.n.01.1. P.Seq 


406 


r 7110 


RTA22200232F.m.24. 1. P.Seq \\ 


407 


6592 


^RTA222d6238F.p.20.1 P.Seq \ 


408" 


6455 


RTA22200232F.O.06.1 P.Seq 


409 


2738 


i RTA22200232F.g. 16.1 P.Seq 


F"'"4icr 


* 696 


t"RTA22200232F.m.02.1 P.Seq \ 


! 411 


379186 


RTA22200012F.C.05.1 P.Seq : 


f 412 


1588 


^T^2200232F.o.03.1. P.Seq \ "* " 


\ "413 


7007 


nRTA22200225F.e.05.1 P.Seq 


; 414 " 


9025 


^RT^2200222F.k.23.1 P.Seq 


* Tf5" 


650749 


RTA22200007FJ.1 6.2P.Seq 


416 


553158 


RTA22200005F.e.1 3.1 P.Seq f 


417™ 


641703 


rRTA22200003F.e.18.1 P.Seq [ 


418 


833 


RTA22200006F.j.24.2P.Seq 


419 


649259 


RTA22200006F.O.0 1.2 P.Seq \ 


420 


451179 


RTA22200011FJ. 14.1 P.Seq i 


421 


9505 


JTTA22200231 F.b.20. 1 P.Seq 


422 


736728 


RTA22200015F.n.1 9.1. P.Seq 




380412 


v RTA22206001F.p.23.1.P.Seq1 


424 


642425 _ 


RTA22200011F.k.12.1 P.Seq \ 


„ ~ 4 ~ 2 ~ 5 J 


405073 


RTA22200007F.O.05.1 P.Seq 


426 


174250" 


RTA22200008F.h.09.1 P.Seq 




726281 j 


RTA22200017F.d.08.1 P.Seq j 


428 


639029 ] 


RTA22200007F.k.05.2P.Seq 1 


429 


452245 


RTA22200022F.I.05.1 P.Seq [ 


430 


510254 


RTA22200005F.p.22. 1 P.Seq 




642425] 


RTA22200007F.g.19.1 P.Seq \ 


432 


51939 


RTA22200005F.i.22.1 P.Seq \ 



F 
F 

~~ F I 

F 

*F 
F 
F 
F 

F* 
F 

f~ 
F 

~F~ 

"F 

If" 
~f" 

F 

F~ 

F 

F 

"E" 

F 
F 

T" 
"f 

F I 

"F 

"f" 

"T 

F 



M0000163^49 
"lVf00022876:25 
^"M0M^88^79] 

'^^^94^47_ 

" M00022660:24 1 CH03MAH^ 
M000©5^^2r ~'~ 
™M000^1^410 
J^006731:38 
M0M26950?8T 
' M00026879:22' 

"M00022 143:41 



M00023029:56 



CHjI^OHLy^ 

" dm6COPj 

CHj^COH^^ 

c| j2 4 M A L 

" CH04MAL 

2CH03M^71 
<^3MAH 
CH03MAH""] 



M000221 51:75 ! CH03MAH 



M00022050:44 ( CH03MAH 



jyi00022132^64 ? 
*M00056682:6Tdj 
"M0002215114111 



CH03MAH 



CH16COP I 
"CH03M^]1 
CH02COH | 



JVI000^54^33 

M00004080:15 T CH01COH 



M00056220:49 : CH15CON 



M00055879:51 1 = CH15CON 



^5555628^18 LPH15COISL 
"^005^7:5121 
M00056108:2T2^ 



CH15CON 



M00056596:88 

Moq^^^is" 

M000571 34:31" 



CH1^CON_ 
"CH16COP_I 
Chfa^AHj 
CH16COP I 



M00054918:43 : CHISCOfvL 
M00056613T15 CH16COP 
M00056273:fl r CH15CON 



M00056475:61 



M00q57324:412j 
M00056233:63l 



^CH15CON 1 
JCH^OPJ 

'CHj5CON 1 

"Mj0005496^TTT^^ 
M00055M2^Tf rw 
'"'^056204^14"!''""' ' 
M00055912:5161 



CH15CON | 
"CH15CON"! 
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Table 1 



433 
434" 



7379 



SEQ NAME 



546632 



_435 J 
436 J 
"437 1 
^438 ! 

439" 

■■~44Q~'j 

"'441 ] 
442 ! 

¥ A J 
445 I 

446 

"448 J 

-449'" *; 

^50 J 
'45f ' 
j452 J 
453 ' 1 

455 1 

457 7 
458 1 
"459"j 

"460 ™{ 

461 1 

462 7 

"463 J f 
"464 

"465"^ 
"466"^; 

467""": 

469 "j 

470 3 

471 I 
J72 *~i 

473™ 

374 \ 
475 "i 
376 "" T 
'477'": 

3?8 7 

3i? r 

480 - 

381.1] 
382 " \ 
483_ i 
"484 
"485 



734827 

"""2554"'"" 
64328^5 

375380" 
726134" 
422687™ 
448436^ 
"^4893^ 
~55£M)4 
551j72~ 
724296 



RTA22200228F.l21.1^P l Seq 

RTA222^ 
RT/^200^ 

RT^22000liF.aT6. 1 Pjeq~ 

RT^2200023F^a2i^^^eq 

~RT^!^ 

RT^2200dl SF^p.O^I .PJJeq 
RT^2^ 

"RT^22M0Jj^^ 

Rt^^M^2^.^.1^F^eq ' 

RTA222000^ 

RT A2220001 2Fl 22?1 P.Seq ~ 



| ORIENTATION] 


CLONE ID 


LIBRARY 


|„__F _J 


M00006821:21 


CH02COH 


M00056858:112 


CH16COP 


F 


M00056631:38 


^CH16COP 


F 


M00007961 :65 


i CH03MAH 



i5f!H|...i. 



486 



735936_ \ \ 
™ 556326 TRT^220^ 
" 729699 1 JRTA2220001 ^qMA^^eq 1 
"5506947'! 

"73£73\T RTA2220^ 

''404502 J^TA222000O7^ 

"55415?"" f RTA22^^ 
649852 "'H^^ I 
734063 ' J RT^22000 1 TF.mJ^P.Seql 

™"7279"" f OTA22;tt02;^^ 

2676 f RT^22200230FJ.05 l 1 .PJSeq \j 
649148 j CT^2200M6F^08.2Tp^g 

"7 1953 '7 T ' RTA22^^ 

"650108 T RT^ 

' 51 5350 "f RT^220M05^.04^^e£r 

7402^4^17^1^2^0^ r 

7649148"]"' RTA2^ 

^83377 L?t^?^ 

139730 7 RT^2200242F.^^P^eqT 

"453079" llRTteZ^ 
546705 "7 RTA222<^^ 

764490T 7 W RT^2200003F^ 
732254 T RT^S^^ J 
56jM80^ T 
732254 " r^fiO^O^^^^^^gJ 

lt4j£04"TT*TA^ 

""l 8K5r'F7RTA22^2 ! " 

639029 ! ^y^2£^1^^ 
7452986" J RTA22200^ 

729779 j RTA^^ 

646248 ™ RT^22000fe^ \9/\ P.SegT 
65^48^ j7j^^^?00^^ 
" * R T/^<^ 

~RT^^^ 

R1^22OT007F.L09^P^eq \ i 
J5TA22200C^ 
RTA22200012F.n.20.1 P.Sec[l_ 



F 

'""1=7 
7f 

F 
F 

F 

T" 

F 

~F 

F 
F 

7f" 

"f" 
f" 

~F 

7 F 

' C 

"f" 
"f" 

F* 

"f" 
"f 

T" 
f 

f! 

I 

F 

F 



M00056665:1 11 
'"mM654793:27" 



M00055046:37 



J2H16COP 
CH15CON" 



CH17COHlv! 



M00056620;512 CH16COP 



M000571 43:55 



FCH16COP j 



M00056763:45 \ CH16COP I 



\ M00056754:15 


CH16COP ! 


: M00056771:312 


CH16COPJ 


j M00057211:16 


CH16COP j 



M00056710:67 



M00056346312 
"M00055085:110 



M00056646:32 
^00054867:27 



M00J)57337r72 
Tw60056286:58 



M00057142rl7 
"M0004291 4:210 



M00056633:27 



M000071 08:41 



M00007204^41 
; M00056079:31T 



M00006576:24 



M00056018:75 



M00055886:79 



M00056796:85 



M00056821 :39 



M00056077:512 



M00027014:74 
1*00042835:42 



F 



CH15CON 



F 
F 

"f" 



M00055729:16 
M00055^5:74 
M00056842:61 2 CH 1 6COP 



CH16COP I 



CH16COP 
CH17COHLV 



CH16COF^ 
CH17COHLV' 



CH16COP 
CH15CON 



_CHJ6COP_ ! 
CH15CON 1 



CH16COP 



CH02COH 



CH02COH 



CH15CON 



CH02COH 



CH15CON 



CH15CON 



CH16COP 



CH16COP 



CH15CON 



JCH04MAL 
CH16COP"" 



CH15CON i 



f M00055630:59 



M00056842:612 
M00042834:26 



F 

"F" 

"f" 



M000270 13:510 
M°0^68M7247 
M00056f92'54 



CH15CON 



4 



jCH16COP_ 
CH16COP_ 
CH04MAL 



JCH16COP 
CH15CON 



ri 



6£2049 
"728273* 
346139 
™J783*""" 

642906 

_83323 
J53470 
552277 



RT^22OO2^6£jj08.1P : Seq 
" Rf^220p607F iP^P Seq I 
7RTA^^0002^ 
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F 

F" 

F 

F 

> 

7f" 

l' 
F 

F 



M00056594.36 



M00055979:29 



M00056664:27 
M00055726:28 



M000567 10:65 



M00056244:37 



M00056456^62 
r M00056771:612 



CH16COP 



CH15CON 



JCH16COP 
CH15CON 



CH16COP 



^H15CON J 

^chisconJ 

CH16COP 1 



M00022651^I^J^ 
"M00056224:58 [CH15CON 



M00054706:39 CH17COHLV 



Table 1 



ccn in 


ULUO 1 t_r\ 


SEQ NAME I ORIENTATION! CLONE ID 


LIBRARY 


487 




RTA*?99nnnm F m HQ 1 P ^pn I 

r\ J Mi^ZUUUU 1 i .II1.U57. 1 .r .OCLJ j 


F 


s IVHJvU*t£,%?U 1. 1 J 


CH15CON I 






pTA999nnnnftp f 1 1 1 p ^ 




\ Mnnn c ;fi44ft'^Q 

S IVI V\JvfiJU fc TTW.O<7 


48Q 


649722 


^RTA999nnnnRP m 1H 9 P S 


n 


j Mnnn^RnQ4-R7 

i IvIUUUOO\J57*t.O/ 


CH15CON 




fi1 0f S7? ' 


RTA999nnnft7F I ha 9 P 1 
r\ 1 mzzzuuuuj r.i.uo.^.r.ocL) ? 


F 




CH15CON ^ 




oQcqon ! 


RTA9990nni9F n1n1 P I 


F 




CH16COP I 




141 18S 


PTA999nnnH7P i H9 9 P 1 
K 1 MZZZUUUUr r.l.UZ.Z.r\oeq I 


i 


1 IVlwUuOOt. 1 O.JO 


CH15CON 


AQ'* 
*Tv70 


AFS&OA 

HUOOt*r 


K 1 Mzzzuuuuor.p. I o.z.r\oeq [ 


p 

r 


f iviuuuoo i oo.H-y 


CH15C6N^ 


AO A 




"nSTA999nnnn7F n 14 1 p c en I 

K I AZZZUUUUf r.y. I**. I 


p 


^ IVIUUUOO^U t .OO 




AQ*\ 

HiJO 


79*iQQ4 


RTA9990nni1F h 1R 1 P 1 


p 




CH16COP I 






^1BnrA999/Snn > i i t n no 1 D Qon ? 


r 


1 ^^nnnc^ftf^4 ^ ^*RR 

i IviUUUOOO'tO.OO 


CH16COP ! 


AQ7 


OO I / IO 


K l azzzuuut or. a. i o. t .r.oec[ i 


c 

r 


i iviuuuoo/ yy.o i i 


CH16COP 




DTUOt O 


K 1 AZZZUUUUor.iTl.Zo. i .r-oeCl |^ 


p 

r 


i IVIUUUOO/ Uf .OO 


CH15CON i 




DfOt 1 U 


K 1 AzzzUUUU Ar.m.Uo.l .r.oeq \ 


r 


i IVIUUUOOZO I . I o 


" ^CrTl5O0fT™ 


ouu 


OOO I 


K 1 AZZzUUZoor.p.uy.Z.r.oeq } 


p 
r 


i Mnnn99' : \fiCM7 
\ iviuuuzzooy. i / 


CH03MAH 


OU I 


OHO I HO 


DTAOoonnnnc;c r% in 1 d Qq^i 
K I AZZZUUUUOr .p.iu. 1 .n.oeq i 


p 


1 MUUUDOyoD^.H 1 


CH15CON 


OUZ 


AQ^A 


DTAO0OAAO07C n A O -1 D Of-m S 

K 1 AzzzUUzZ/ r.a.lo.1 .(-".oeq | 


r 


1 IVlUUUUOOo ( . f o 




Kno 
OUo 


40Uf y i 


K 1 AzzzUUU1 1 r.l.U4. i .K.beq \ 


c 
r 


< MUUUOOO lO.OO 


vn I Uvvjr 




zz f yoo 


KTA222uOOOyP.p.09.1 .P.oeq % 


r 


= Muuu4zbY y.oy 


PH1RPOP "1 


oUo 


y4oo 


_RTA22^0002^^n^ 


r: 

r 


\ MUUUo4o/y.41z 




oUo 


ZOOf 


RTA2220022or.D.14.1 .P.Seq \_ 


r- 

r 


: MUUUUoolU.Z 1 1 


pwo9rnn 


^n7 
OUf 


1 TToa« 


RTA22200228F.g.20.1.P.Seq \ 


c 
r 


5 ^Jlnnnnc;QO'1 *qk 
, MUUUUooo i .oo 


pwn9pr»H 


OUO 


7571 


RTA22200226F.I.17.1.P.Seg j 


r 


* Muuuuo^oy.n o 


- — — — r; - 


ouy 


[^5581 16 


RTA22200007F.g.09.1. P.Seq i 


r 


i MOOuoolyy.ly 




OlU 


L2^574 


" RTA22200012F.O.12.1 P.Seq S 


c ' 

r 


i MUUUOO/ fO.At 


PHIfiPOP 
on i oour 


01 1 


455145 


RTA22200005F.L 12.1. P.Seq i 


r 


\ IviUvJUooyoo.o^ 




01Z 


I 649148 


RTA22200007F.k.01.2.P.Seq \ 


r 


\ MUUuOOZO 1 . /^y 


on i ouviN 


c^ o 
Om 


r 648996 


, RTA22200007F.m.08.1. P.Seq j 


F 


\ M00056253:612 


on i ooo'iN 


C A A 

514 




F 


M000ooo44: 1 1 U 


on 1 OOUr 


olo 


L649717 


RTA22200008F.g. 10.1. P.Seq I 


r~ 

r 


! M000oo4bo.1o 


on I ouui\ 


olo 


5838 


RTA22200226F.h.10.1. P.Seq i 


r~ 

r 


I M0UU0oooo.41z 


onuzoo?n 


Ol / 


[ 454050 ] RTA22200005F.m.23.1.P.Seq I 


r~ 

r 


; IvluUUooyoo.oz 


PH1 RPOM 
on l OOOMN 


Olo 


557903 


RTA22200011FJ.1 7.1. P.Seq \ 


r 


i MUUUooouo.o4 


PM1RPOP 
on ( ooor 


oiy 




RTA22200240F.k.16.1. P.Seq \ 


p 
r 


i Mnnnoocn a 
i iviuuuzoon O. 1 4 




^9n 
ozu 


h ~734803 


rRTA2220001 1 F.n.23.1 .P-SegQ 


p 


^ ^^nnn^^^ : ^R/m•91 1 

i IVIUUUOOOtO.Z I I 






557948 


RTA22200023F.b.07.1. P.Seq \ 


c 
r 


1 M00055022:84 


"CH17COHLV 


OZZ 


5838 


[]m^22200229F.i.24.1. P.Seq I 


~"iEf " 
r 


; M00006997:13 


LCH02COH 


OZO 


2334 


1 RTA22200017F.C.04.1. P.Seq i 


r 


IM0005731 2:511 


"CH16C0P 


0Z4 


450953 " 


rRTA22200022F.h. 12.1. P.Seq ; 


c 
r 


M00054937:210 


CH17COHLV1 


R.9R 
OZO 


4840 


\ RTA22200236F.i.16JUP : Se^ 


r 


i M00022645:15 


CH03MAH 


oZo 


728421 


;"RT A2220001 1 F.m.20.1 P.Seq r 


r 


IM00056635:111 


CH16COP 


OZ/ 


I 4747 


I RTA22200228F.f,23.1. P.Seq ] 


c 
r 


; M00006822:19 


CH02COH 


^9£ 
OZO 


648934 


lRT^2200005F.m.08.1 P^Seq f 


r 


iM00055945:510l CH15CON I 


R9Q 
OZJ7 


[ 1787 


i RTA22200226F.d.09.1. P.Seq \ 


r 


; M00005627:210 


CH02COH 


OOU 


F558098 


I RTA22200006F.j.17.2P.Seq ! 


p 
r 


iM00056074:710 


* CH15CON 


OO 1 


I 1655 


RTA22200222F.k. 16.1 P.Seq f 


. „ 

r 


; M00004066:42 


CH01COH 




"158601 


RTA22200242F.h.06.1 P.Seq i 


r 


rM00027021:811 


CH04MAL 


coo 
OOO 


fl 85486 


f lRfA22200240F.g.17.1 P.Seq j 


p 
r 


\ M00023393:512 


CH04MAL 


oo*+ 


7110 


rRTA22200232F.k.19.1 P.Seq1 


F 


: M000221 06:44 


^ CH03MAH 




I 2543 


I RT^2200230F.k.02TFTSe^ 


F 


: M000071 92:56 


CH02COH 


536 


» 115762 f RTA22200012F.f.06.1.P.Seq ! 


F 


M00056707:45 | CH16COP 


" 537 




I RTA22200243F.p.04.1 P.Seq ( 


f" 


!M000271 63:41 if CH04MAL ■ 


(538 


I 1948 


! RTA22200232F.L23.1 P.Seq * 


F 


! M000221 32:410 


CH03MAH 


539 


f 696 ! RTA22200241F.O.01.1 P.Seq i 


F 


.M00026951:711 


CH04MAL 1 


540 


696 


i RTA22200241 F.n.24.1. P.Seq j 


F 


M00026951:711 


CH04MAL 
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Table 1 



SEQ ID 


CLUSTER 


SEQ NAME | ORIENTATION 


1 CLONE ID 


LIBRARY | 


541 


,380477 


RTA22200004F.h. 14.1 P.Seq j_ 


F 


M00055791 :oo 


^JL/H1 oCONJ 


542 


638/^J 


RTA22200002F.b.05.1 P.Seq 


F 


* KAf\r\f\EZE. A OO - A *"i 

= MU0Uo54Zo.1z£ 


^JoH15CON s 


543 


551982^ 


RTA22200019F.m.15.1P.Seq ! 


F 


; M00054542.18 


CH17COHLNA 


544 


551982 


RTA22200021F.k.10.3P.Seq 


F 


MU0054o 15:51 


r~^t_iA ~7r*>/^\LJf 

On170UnLv 


545 


^52T840^ 


RTA22200021F.c.20.2P.Seq i 


F 


\ MUUUo4/oy.5b 


Onl /t/UHLV 


C A 

546 


561180 


RTA22200026F.d. 16.1 P.Seq 


F 


; MUUUoo4/o.l iU 




547 




556245 


RTA22200020F.i.02.1 P.Seq 


F 




Onl LrUnLv 


548 




449792 


RTA22200001 F.a.07.1 P.Seq 


F 


1 M00042345:o12 


OnloCUN 


549 




549722 


RTA22200020F.d.22.1 P.Seq 


F 


\ M00054595.22 


II A) -?/^f~\ I.J ) * / 


550 




612572P 


RTA22200024F.i.24.1 P.Seq 


F 


M0005521o:13 


JCH17COHLV 


551 


551235 


RTA22200021 F.I.12.3.P.Seq 


F 




On17CUnLV 


552 


449701 


RTA22200009F.h.04.1 P.Seq 


F 


; M00042802:711 


CH16COP 


553 




375380 


RTA22200026F.e.18.1 P.Seq 


F 


i M00055472:83 


CH17COHLV 


554 




56940 


RTA22200021F.I.14.3P.Seq I 


F 


j M00054826:55 


CH17COHLV 


555 




549160 


RTA22200021F.c.19.2P.Seq I 


F 


i M00054739:43 


CH17COHLV 


556 


554151 


RTA2220002 1 F .1 . 1 3 .3 . P .Seq 


F 


M00054826.310 


/~v| 1,1 -7/*»rM 11 \/ 

CH17COHLV 


557 




727331 


RTA22200^JRb^ 








558 




551502 


RTA22200019F.O.20.1 P.Seq I 




i M00054555:712 


CH17COHLV 


559 




612572 


RTA22200024F.j.01 .1 P.Seq 


F 


M00055216.13 


CH17COHLV 


560 




701221 


RTA22200002F.O.23.1 P.Seq 


F 


; M00055556.89 


CH15CON j 


561 




378041 


RTA22200016F.b.1 7.1 P.Seq 


F 


i M000571 67:712 


CH16COP . 


562 




503491 


JRTA22200004F.I.16.1 P.Seq 


F 


; M00055812:51 


CH15CON i 


^ 563 




452833 


RTA22200018F.e.01 .1 P.Seq 


F 


! M00042520.69 


CH17COHLVj 


564 




640974 


RTA22200002F.L20.1 P.Seq 


F 


I M00055512:68 


CH15CON ! 


565 




735326 


RTA22200013F.n.08.1 P.Seq 


F 


* M00056898:44 


CH16COP 


I" 566 




555944 


RTA22200021 F.i.03.3P.Seq 


F 




JCHJT7C0^ 


567 




447532 


RTA22200001 F.d.07. 1 P.Seq 


F 


f M00042556:44 


CH15CON ; 


568 




455598 


RTA22200002F.k.1 5.1 P.Seq 


F 


; M00055526:69 


CH15CON \ 


_569 _ 




555734J 


RTA22200022F.b.08.1 P.Seq 


F 


i M00054875:34 


CH17COHLV: 


570 




446663 


RTA22200001 F.a.1 1 .1 P.Seq 


F 


i M00042523:58 


CH1 SCON 


571 


L^862_ 


RTA22200024FJ.07.1 P.Seq 


F 


! M00055207:14 


CH17COHLV 


I 572_ 


r5^59T] 


RTA22200023F.O.03. 1 P.Seq 


' F 


M000551 17:33 


CH17COHLV 


*~ 573_ 


553877 


RTA22200021F.c.23.2P.Seq I 


F 


; M00054740:88 




574 


1 553501 


RTA22200021F.a.01.2P.Seq ! 


F 


\ M00054720:412 


CH17COHLV 


575 


L 


1905 


RTA22200020F.p. 1 4. 1 P.Seq 


_F 


s M00054"n3^:4^2 


jCH1[7COHLV 


576 




446599 


RTA22200001 F.h.20,1 P.Seq 




; M00042720:46 


s CH15CON 


577 




~559409 ' 


RTA22200024F.d. 17.1 P.Seq 


F 


1 M000551 70:61 


[CH17COHLV 


578 ~ 




551982 


RTA22200026F.g.14.1 P.Seq 


F 


t M00055485:39 


CH17COHLV 


579 " 


559057 


RTA22200024F.d.23.1 P.Seq J_ 


F 


\ M000551 72:44 


CH17COHLV 


580 




"446760 


RTA22200001 F.b.09.1 P.Seq 


JF_ 


\ M00042536^61_ 


CH15CON 


581 | 


551502 


RTA22200020F.O.06.1 P.Seq 


F 


! M00054694:74_ 


CH17COHLV 






446531 


_RTA22200025F.o.04.2P.Seq 


F 


1 M00055395:32 


CH17COHLV 


583 




506744 


RTA22200021 F.h.07.3P.Seq 


F 


\ M00054772:36 


CH17COHLV 


584 




401849 


RTA22200002F.n.05.1 P.Seq L ^ 


... ^ 


^ M00055544:22 


CH15CON i 

— 


^585 T 


453848 


RTA22200009F.n.04.1 P.Seq ! 


F 


\ M00042853:14 


CH16COP 


(586 




456764 


RTA22200004F.C.1 5.1 P.Seq 


F 


l_M 00055755:42 


CH15CON 


587 


i 


446371 


RTA22200003F.C.1 7.1 P.Seq 


F 


; M00055594:11 


CH15CON 


588 


40641 3 ~™ 


RTA22200021 F.c.09.2P.Seq 


F 


\ M00054734:o1u 


Cn17COHLV 


LJ589 




555103 


RTA22200024F.a.21 .1 P.Seq j 


F 


M00055148:411 


CH17COHLV 


i~590 




735292 


RTA22200015F.C.1 3.1 P.Seq \ 




<. M00057059:89 


CH16COP 






558534 


{ RTA22200023F.O.1 3.1 P.Seq 


F 


! M000551 25:61 


CH17COHLV 


592 




727181 1 


RTA22200016F.k.1 2.1 P.Seq 


F 


; M00057242.29 


CH16COP 


|593~ 




551117 


RTA22200021 F.f.14.3P.Seq 


F 


rM00054760:112 


"CH17COHLV 


IZ1 94 




464040 


RTA22200024F.g.21 .1 P.Seq 


F ~" 


5 M000551 98:77 


CH17COHL^ 
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Table 1 



SEQ ID 



595 



J596_ 
597^ 
598 



599 



OLUSTER| 



SEQ NAME 



446371 



J28408^ 
649259 
15414 ' 



639240 



600^ 
601 



549722 




561499^ 
§39029^ 
449512 
446987 " 
466302] 
553802 




RTA222000J^^ | 

RT /^2200006F^ I 
RT A22200^^ 

~RTA22200007F^ [ 

~RTA22^ f 

RTA2220000^^ 
RT A^OOOOI, F.b^O.1 .P : Seq^l'' 

^RTA22200022F^ f 
RTA22200^ 
?TA222|^14F^ 
~RTA22^ 

RTA22200002F.n.03.1 P.Seq" 



| ORIEr^ATION j CLONE JD^ 



F 
F 

T 

"F 

T 

F 



M0004271 2:210 



M00057033:69 



M00056108:212 



M00055113:111 



M£0056238' : 57^ 
M00054568:71 1 



M00054728:210 



M00055523:33 



M00042875:54 



612 



417155 



RTA2^00002F.o£JJ J RSeq J 
CTA2220b002F.n.24.1 P.Seq T 



F 
F 

f" 
"f 
f" 

F 

f~ 
F" 

~f 



M00042540:86 



M00055820:55 



M00054908:67 



M00055792:79 



_M^0056998^58 
M00057162:410 



M00055543: 78 



M00055548:512 
r M00055548T512 



LIBRARY 



cm scon 



CH16COP 



CH15CON 



CH17COHLV 



CHISCON^ 
CH17COHLV 



CH17COHLV 



cm scon 



CH16COP 



cm scon 



CH15CON 



CH17COHLV 



cm scon 



CH16COP^ 
CH16COP 



cm scon 



JCH15CON 

cm scon 



613 
~614 



451 784_ ! RTA22^008F^^ 
649152 7 RTA22200002F.f.04.1 P.Seq 



M00056330:43 I CH15CON 



M00055464:65 \ CH15CON 



j 615 


I 


450867 


RTA22200003F.d.19.1 P.Seq \ 


F 


M00055613:410 


cm SCON 


F'616" 




143436 


' RTA22200003F.d.04.1 P.Seq f 


F 


i M00055602:57 




\ 617" 


\ 


549395 


RTA22200004F.O.05.1 P.Seq i 


F 


; M00055827:55 




piR 8 


\ 


639273 


RTA22200002F.h.02.1 P.Seq \ 


F 


M00055496:57 


CH15CON~1 


F619 


l 


506744 


RTA22200021F.m.24.2P.Seq j 


F 


\ M00054841:27 


[CHT7COHLV 


f 620" 


t 


736595 


RTA22200014F.i.22.2P.Seq 


F 


i M00056990:29 


CH16COP 


j 621 




230995 


RTA22200016F.L10.1P.Seq 


F 


M00057226:35 


CH16COP 


i 622 




451784 


RTA22200019F.p.21 .1 P.Seq 


F 


M00054563:39 


CH17COHLV 


l 623 




226324 


^ RTA22200020F.n.04.1 P.Seq 


F 


! M00054681:22 


CH17COHLV 


i 624 




449617 


RTA22200009F.m. 12.1 P.Seq | 


F * 


i M00042849:61 1 


CH16COP 


j 625 




451092 


RTA22200026F.h.02.1. P.Seq I 


F 


M00055487:66 


chWcoh^ 1 


tj326f 


\ 

\ Mi 


546642 


RTA22200016F.o.16.1.P^eqJ^ " 




1M00057275:112 


CH16COP 


I 627 


i 


553736 


RTA22200022F.j.18.1P.Seq j 


F 


j M00054952:61 


CH17COHLV 


t" 628 


\ 


3944 13* 


RTA22200002F.e.15.1 P.SeqJ^ 


F 


" " TMooo^se^i^ 1 


CH15CON 1 


j 629 


i 


556326 


RTA22200021 F.j.24.3P.Seq 


F 


M00054812:37 


CH17COHLVJ 


I 630 


\ 


448606 


RTA22200021 F.d.08.2P.Seq 


F 


!M00054741:710 


CH17COHLVJ 


r 631 





394413 


RTA22200002F.k.19.1 P.Seq 


F 


l M00055527:52 


CH15CON 1 


632 


j ~ 


645633 " 


RTA22200002FJ.09.1 P.Seq 


F 


1 M00055516:58l 


CH1 SCON 


633 




551634""" 


RTA22200021 F.j.07.3P.Seq 


F 


( M0005480S68™ ! 


CH17COHD71 


I 634 




556326 


RTA22200021 F.k.01 .3P.Seq 


'F ' 


M00054812:37 


cmTcoH^ 


635 




540787 


RTA22200004F.n.21 .1 P.Seq 


F 


M00055827i42j 


cm scon 


"636 




648872 ~ 


RTA22200004F.O.20.1 P.Seq 




[ M00055833:1lJl 


" cm scon 


F 637 


\ 
\ 


643804 


RTA22200004F.f.05.1 P.Seq 


F 


1 M00055775:36 


cm scon 


638 




446139 


RTA22200001 F.e.06.1 P.Seql 


F 


1^00042565:18 


CH15CON™" 1 


639 


..... 


640356" 


RTA22200002F.p.15.1P.Seg j 


F 


M00055563:12 


CHiscorT" 


I 640 




~379186 ~ 


RTA22200015F.L09.1 P.Seq ( 


F 


I M00057099:38 


CH16COP 


r 641 


\ 
\ 


454927 


RTA22200021F.b.13 : 2P : Seg \ 


F 


M00054728^58J 


CHIT^OHLV 


r 642 


"401849 


RTA22200004F.h.06.1 P.Seq 


F 


M00055790:82J 


CHISCONj 


I 643 




452414 


RTA22200004FX20.1 P.Seq 


F 


> M00055798:36 J 


cm scon 




I 


446789 


RTA22200004F.k.24.1 P.Seq I 




j M00055^710J 


CH15CON^ 


7 645" 




189561 


RTA22200022F.n.17.1 P.Seq 


F 


j M00054985:67 j 


CH17COHLVJ 


j 646 


i 


640323 


RTA22200003F.g.22.1 P.Seq 


F 


[ M00055653:84 


cm scon 


1 647 


x. 


"5581 16 


RTA22200024F.h.08.1 P.Seq 


F 


T M00055201 :27 


CHlTCOHLVl 


"648 




468109 


RTA22200004F.m.20.1P.Seq [ 


F 


j M00055820:38 1 


CH15CON 
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Table 1 



SEQ ID 


CLUSTER 


SEQ NAME [ORIENTATIONl CLONE ID , 


LIBRARY 


649 


481441 


RTA22200003F.b. 12.1 P.Seq [ 


F 


\ M00055583:85 


cm scon i 


650 


449956 


JR]^22200018F.n.17.1P.Seq 


F 




CH17COHLVJ 
CH16COP \ 


651 


727224_j 


RTA22200013F.p.12.1.P.Seq j 


F 


T M00056913:710 


652 


551907 


_^A22200020F.L04.1.P.Seq | 


F 


! M00054665:88 


CH17COHLV| 




_447532_ 


RTA22200004F.a.12.1.P.Seq • 


" F 


M00055736:73 


cm scon i 


654 


447532 


HRTA22200003F.b. 14.1 P.Seq \ 


F 


j m M00O5568^J^ 


cm scon i 


655 


558454 


RTA22200026F.C.1 7.1. P.Seq f~ 


F 




^HjT^OHLVj 


656 


502683 


P|jA22200020F j.12 .1 P.SeqjT 


F 


7 M00054647:82 


CH17COHLVI 


657 


446909 


^RTA22200023F.n.17.1.P.Seq \ 


F 


l\^0C^51J2^33 ^ 


y^fc t 1 * *7 y^V III \ / : 

jDyi7COH!^ 


658 


452506 


^RTA22200020F.c.23.1.P.Seq \ 


F 


r M00054587:69~" 


CH17COHLV 


659 


449792 


RTA222000231^^ 


F 


• M00055027:68 


CH17COHLV 


660 


549395 


^TA22200020F.i.08.1.P.Seq j 


F 


; M00054638:49 


CH17COHLV 


661 


234653 


RTA22200020F.g.14.1P.Seq ; 


F 


I M00054621:36 


CH17COHLV 


662 


45391 1 


RTA22200015F.f.01.1 P.Seq \ 




> M00057074:39 


CH16COP 


663 


UJ 452071 


RTA22200001F.a.18.1P.Seq \ 


F 


: M00042529:77 


^jCHI^OJ^ 


664 


451032 


RTA22200018F.g.04.1 P.Seq \ 


F 


1 M00043310;23 


CH17COHLV 


665 


I 446680 


RTA22200018F.g. 17.1 P.Seq \ 


F 


j M00043313:36 


CH17COHLV 


666 


641884^ 


RfA22200008Rb.08.1 P.Seq I 


F 


M00056303:24 


cm scon 


667 


[^4^800 


RTA22200018F.e. 16.1 P.Seq f 


F 


! M0004330l26^ 


CH17COHLV 


668 


461835 


RTA22200004F.f.08.1 P.Seq j_ 


F 


: M00055778:69 


cm scon 


_669 J 


_5^65" w 


RTA22200020F.g.08.1 P.Seq i 


F 


1 M00054617:19 


CH17COHLV 


670 


734793 


RTA22200016F.C.20.1 P.Seq i 


F 


iM00057174:812 


CH16COP 


671 


539955 


RTA22200008F.a.12.1P.Seq ; 


F 


1 M00056295>46j 


cm scon 




561892 


RTA22200020F.f.11.1P.Seq : 


F 


i M00054609:61 


CH17COHLA/1 


673 


n 562292 


RTA22200020F.e.06.1 P.Seq : 


~~F ~~ 


!M00054596:711 


r CH17COHLV 


fJS74 


420686 


RTA22200001 F.j.02.1 P.Seq j 


F 


M00042735:72 


CH15CON 


L675 


9436 


RTA22200004F .f .20 . 1 P .Seq V 


F 


; M00055781:35 


CHIJ^NJ 


676 


1013 


RTA22200004F.e.21.1 P.Seq ; 


F 


; M00055774.51 


chiscon^ 


677 


412364 


RTA22200008F.b.07.1 P.Seq T~ 


'"""""""f '"' 


'■■ M00056303:33 


cm scon 


_6^_ 


44424 


RTA22200018FJ.01.1 P.Seq I 


F 


1 M00043327:82~ 


CH17COHLV 


679 


394413 


RTA22200001F.j. 18.1 P.Seq . 


F 


! M00042742:45 




680 


449617 


" RTA22200008F.C.08.1 P.SegT" 


F 


; M00056312:14 


CHISCON^ 


_681_ 


455032 ^ 


RTA22200018F.I.07.1 P.SeqT 


F 


; M00043347:712 


CH17COHLV 


682 


185400^ 


RTA22200025F.b. 17.1 P.Seq !■ 


F 


! M6b655279:512| 


CH17COHLV; 


_683_ 


45391 1 


RTA22200015F.e.24.1 P.Seq i 


F 


J M00057074:39 


CHieCCHP^ 


684 


650297 


RTA22200004F.e.23.1 P.Seq ; 


F 


1 M00055774.73 ^ 


cm scon 


685 ^ 


[J85400™ 


RTA22200018F.k.02.1 P.Seq \ 


F 


: M00043338.23 


CH17COHLV 


686 


449512 


RTA22200025F.C.06.1 P.Seq 


" F 


M00055283:82 


CH17COHLV^ 


687 


44424 


RTA22200018F.i.24.1 P.Seq j 


F 


: M00043327:82 


jCHIT^CO^LV; 


_688_ 


556216 


RTA22200025F.h.09.1 P.Seq i 


F 


7~M00055350:61 


CH17COHLA^ 


689 ' 


448677 


RTA22200025F.f. 07.1 P.Seq 


F 


; M00055324:810 


CH17COHLVj 


690 


375380 


RTA22200025F.e.16.1 P.Seq ; 


F 


; M00055319:11 


CH17COHLVI 


691 


379341 


RTA22200018F.a.24.1 P.Seq 1 


F 


: M00042442:12 


CH17COHLV- 


692 


376988 


RTA22200025F.h.03.1 P.Seq ; 


F 


; M00055346:42 


CH17COHLV1 


r— 693'^' 


559806 


RTA22200025F.g.20.1 P.Seq ; 


F 


M00055344:89 


CH17COHLV^ 


694 


550195 j 


RTA22200025FJ.07.1 P.Seq ; 


' F 


HM00055368:3l^ 


CH17COHLV : 


695 


562221 I 


RTA22200025F.k.09.1 P.Seq ! 


F 


' M00055374:18 


j9j17COHD7^ 


696 


211 


FITA22200248F.0. 19.1 P.Seq f 


F 


M00027607:85 


CH04MAU 


i697 


6751 i 


RTA22200248F.O.01.1 P.Seq [ 


F 


:M00027604:710 


CH04MAL ! 


698 


6751 j 


RTA22200248F.n.24.1 P.Seq j 


F 


!m600276047710 


CH04MAL j 


699 " 


11619 < 


RTA22200250F.d. 17.1 P.Seq [ 


F 


\ M00027806:85 


CH04MAL j 


700, 


2883 


RTA22200249F.1. 14.1 P.Seq \ 


F 


: M000277 17:75 


CH04MAL 1 


7011 


9784 


RTA22200249F7cn2?^^ 


F 


; M00027628:11 


CH04MAL I 


702 1 


649722 \ 


RTA22200010FJ.1 5.1 P.Seq \ 


F 


\ M00056424:612 


"^CH16COP 1 
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SEQ ID I CLUSTER 



SEQ NAME 



703 L 
704 



RTA22200224F.e.01 .1 P.Seq 



705 



2888 
10340 

"1649 ™ \ RTA22200234F.g.21.1. P.Seq 



ORJENTATIONj _CLONE JD^ J ^LIBRARY 



RTA22200233F.p.01 .1 P.Seq 



\ 706 \ 4325 



M00004869:46 



M0002 1681:32 



CH02COH 



M00022246:88 \ 



707 
708~ 
709^ 
710 



J0882 
10342 



6474 
~10340~ 



\ 711 
712 
713J 

r_7u 

j 715 
716 
717 
718 

I J21 
722 
723 



I 734723 
"185432 



11456 



508892 

67~ 



2636 



* 735028 



1924 



J40116^ 
J6546_ 
i ^730866™' 
I 4829"" 
546632" 



725 



549934 



I 649655 



! 727 

'"™72a[ 

L. 73C L 

73 L 

732_ 
733 
73T 

""735^ 
736 



62016 



2783 



3876 
20036 



R^2^^ 

RT^200249F^^1J^eq^ 
RTV^^ 
RTA22200^ 
lRTA22^2^^^JP.Seq 

lR7j^200249^^ 
RTA2^^ 
FH^^OTOJOI^^ 

" RTA2220001 1 f^e : 08JU^eg2 
RTj^222M2^f^M 6. IP-Seq 

"RTA22200^ 

~RTA2^^ 
RT^22^010^f^^ 
RTA2220^^ 

_RTA22^^ f 

RTAZ^ 
" RTA222000 1 9F. k^jxl -JP^'eqT 
~RT>^^ 

"^ T ^??oogri9^ 

RTA22200019F.f. 11.1. P.Seq f 



F 
F 



I M00022259:27 



M^27658j73 
M00021 628:47 



M00004972:51 



M00021 681:32 



M000^80:312 ; 
"M00056424:86T 



M00^742:21 j 
M0000538^1 f 6"! 
jM^i^6517:73 r 

M00005019":42 I 



CH03MAHI^ 
JDHC^AH 

CH04MAL" 

CH^COHL 
JCH03MAH 

CH16COP 

CH16COP 
2CH04MAL 

CH02CO H 

'CH02COH"" 



F IM°?595389^31 1 

F ~ M00056556:71 1 



CH02COH 
CH16COP 



F 

Y 
I 

f 

f" 



M00005395:49 j CH02COH 



M00056503:71 1 1 CH16COP 



M00005420:31 ( CH02COH 



M00004850:75 f 



^H16COP^ 
CH02COH 



M00056512:36 I CH16COP 



M00054510:89 



M000565 14:58 



F 

f 



M00054520:25 



M00054524:22 



M00043504:76 



644032 
451636 



j J3428_ 
tl 643954 
; 456506] 
T"449269 



737 



732712 




RTA22^00J3ReJ^P J Seq 
RTA2220001 

RT^22TOm^^3JP.Seq 

RIA^^ 
RT^2^J0^^ 

RTj^2^^ 
Rj^^^ 

RTA22^^ \ 
RTA2220001^i^ 

R I^2^°±^^ l 

RTA22200237]^^ T 

RXA22200O^^ 
RT7\22^ 

FHT^^ V 



F 

Y 
F" 

jf" 

F~ 

Y 
F 

T 
f" 
T 
"f" 



M00054486:211 



M00056824^51 
M00043374:22 



M00022716.36 



CH17COHLV? 



CH16COP 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH16COP j 
CH17COHLV 



CH03MAH 



M00056789:510 



M000571 50:310 

M^00^29^16 
J^0002^98^5lf 
M00057019:82 



CH16COP 



CHJ6COP 
lCH16CdP 
CH16COP 



CH03MAH 
CH16COP 



M00006871:61 I CH02COH 



F 
F 

"f" 



=JM000224TO^1M | 
_M00027229^6 
M00022645:3f 
"M00006846:43"' 



CH03MAH 
J^04MALT 
CH03MAH 
CH02COH 



F 

F" 

J: 
f" 

f 
"fJ 

f 



M000^2^4_ 
M00056990:311 



jCHO^MAH^ 
CJH16COP 
CH16COP 



M00056924:26 I CH16COP 



M000569^5^ 
M00055850:63" 



CH16COP 
CH1 5CON 



' M00022831 :87 ! CH03MAH 



MJi000^01j55^ 
M00056969:38 



F 

T 



M0002201^5:61 ^ 
M00006731?43 



CH02COJH 

CH03MAH 
"CH02COH" 
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| ORIENTATION) CLONE^ID^ [ LIBRARY 
" " M00027035789 I CH04MAL 



SEQJD [CLUSTER I _„^^AM E 



757 1 185628 



758 


24719 


759™ 


3428 


P760 " 


2676 


[~761 


649148 




234605 



763 
764 



2224 



185642 



765 
766" 
767 

76 C 
"76\ 
'770 



649655 

4^470] 

"1535208 
448606 



J7L 

772 



J2304_ 
2756 



r 



773 

775 

777 
778 



367 

T?35f 



L ^t^^ 

j RT A222002^ 

' r RT£^ 

fRTA222002^Fj^ 

1 RT^20^^ ] 

{ RT>^2J^^ 

fjRT^ 

t^'RTA22200^ 

h RT A22^ I 

\ RT^22W005F£^^ 

t RTA22^0244^ 

RTA22200229F.C.09.1 P~Seq 



F 
F 



1 M000271 97:67 T CH04MAL 



M00022716:36 \ CH03MAH 



F^ 
F 



- M000^^^9"l7CH1 5CON 
f~M00022049:27 \ CH03MAH 



F 
F 
F 
F 

JL 

F 



^99997^^^1 L choM/ia^ 

f M00056224:58~j CH15CON 



M00006704:76 i CH02COH 



M0005^9M6_ 
"M00056994:33 



CH15CON^ 
CH16COP 



"M000271 72:33 I CH04MAL 



?858 J RT^220022 8 f^O^P^Seq 
7750 f RTA22200241Fj^JJ^eq^ 



6923 
11552' 



779 

23® 
7§f 

782 



783^ 

7 8A L 
785 

786™ 



JRT^^00232Rh/1 gJJP^SeqJ 

JRT^^ 

124^ 

~~2944 1 1^^220022^ 
1 RT^^02^ 
JRT}^2^ 

RTA22200238F.m.23.1 P.Seq 



F_ 
F 

JF_ 
F_ 

"F 
F 
F 



M00006989:54 f CH02COH 



M00055871:65 



M00006937:63 



M00006888:75 



CH15CON 



CH02COH 



M00026899:711 



_CH02COhL 
CH04MAL 



M00022060:69 I CH03MAH 



M000221 63:38 I CH03MAH 



10342 

~9026 "* 



10342 



F 
F 

F 

F* 



M00006731:22 



CH04MAL 



CH02COH 



M000O7981j24 
M0^0430^7 
~MO~6o~22997:38 



CHO^MAH 

cTioicoH 



CH03MAH 



6455 



787^ 
788 
789] 
790^ 
791 
792™ 
793 
794 



^ JRTA2220|^ 

j6455'7 RT^2^2^^J^JF^Seq] 

3416 T rt;^ 

_3416_ ^Fp"A2^^ 
2889 ] RTA222002J?8F^^ 



M00022465:65 1 CH03MAH 



M00021 886:66 I CH03MAH 



7393 

_14390' 

J361 
452992 



R]^j^02£i^^ 
'^TA2220024^ 
" RTA22200^^ 
lRTA22200013F.e.07.1 P.Seq 



J943 ! JRTA22200235F. j^21.2 P^eq 
2027~ f RTA22200244FJ.20.1.PjegL 



F 
F 
F 



M00056826:212l CH16COP 



M00022528:812: C^93M^L 
^M00027207:59 F CH04MAL 



29$ X §£ 82 J* 

796 "T "650493 f RTA22200007 F.C.1CU. P .SegL 



797 

"798" 



799^ 

"801 
802 
80£ 

~804 



640318 
646309] 
4316 



805 
806 



J4970J 
560367 
9997 "I 

J49106 
461835" 

"640590 



RTA2220^ I 

RTA22200012F.d.12.1P.Seqj 
RT^^O^^^raj^Seq^ ! 
J^TA222002^ 
JRTA222i^^ 
RT^220000^ P.Seq 
RTA22200<^ 



JF 
F' 
F 

"" F l 
~F 



"M00005565:65 i CH02COH 



. M00056156:112! CH15CON 



M00027543:77 



^H16COF^ 
CH04MAL 



L 
F 

F 



"1^056145^24 1 CH15CON 
"M00056661:55 



rM00056^^ CIH16COP^ 
rMO0O230^ 
! M00056707:52 



CH03MAH 



648340 



MJ000^50^12 
;Jw10^5TO3:35 
M000561 39:54 f 



[ 807 


554812 


) RTA22200014F.g.21.2P.Seq j 


F 


808 n 


447035 


I RTA22200007F.m.06.1P.SegL L 


F 


f" 809 


1208 


I RTA22200238F.g.03.1 P.Seq > 


F 


i 810 " 


3114 


I RTA22200232F.f.24.1 P.Seq 


F 





F 


■ M00006705:79 j 


CH02COH 




F 


i M00006923:85|^ 


CH02COH 




F 


" I M00006894:13j 


CH02COH 




F 


: M00026934:59 I 


CH04MAL 




F' 


M000271 93:35 I 


CH04MAL 


t 


F 


^ M00026856:31 1 : 


cho4MAlT h 



1/100056695:89 | CH16C0P 



CH16COP 



CH15CON 



CHJ^ON^ 
CH15CON 



M00056969:38 i CH16COP 



M00056252:51l"; CH15CON 



M00022908:83 I CH03MAH 



M0002201 5:61 1 ] CH03MAH 
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SEQ ID j CLUSTERj _____ 

8J1" T^~3114 j^^MSS^M^^M^^?^ 
~ 8'12""T 734078 ! RTj^^m^j^VP^^ 



SEQ NAME ~ [ORIENTATION j 0-ONEMD_J _U&RARY 

^^————^ ~p" i M000221 49:36 j CH03MAH 




RTA^ 

JRTjO^^ 

RT£22^^ 

RT^^^ 

3TV\2220024^^ 
R7V5j2220022^ 
RTA^^ 
RTi^^ 

RTA22200228F.4 : 0^ 



rM0005B870:510i CH16COP 



*M00057141:42 j CH16COP 



"M0d022010:8i" rCH03MAH 



;M00021915:510i 
rM00003986:712] 



CH03MAHL 
CH01COH 



: M00027084:81 0 r CH04MAL 



F 
F 

F 



"M00001 537:610! CH01COH 



M00026804:43 f CH04MAL 



; M000041 67:41 1 ] CHOIJ^HL 
™CH03MAH 



^000^67^511 
lM000^681j56 _ _ 
~\ M00006822:59| CH02COH 



CH03MAH 



JRTA^ 
RT^2200q^^ 

RTA22200017F.e.07.1.P.Seq^ 
RT^^ 



RT^22C^0023F .1 .23JJ^je<L 

IRTA222002^ • allldZ^q^ 
RTA?2200^ 
729851 \_ R]j^222000 1JJFJ L 22J^^eq 

643924 | RTA22200008F.e.1 7.1 P-Seg^ 



F " 

IF 
"f_ 

F 
F 
F 

IF" 
J 

F 

F 



"M00056746:46 | CH16COP 



M000571 47:11 ICH16COP 



M00^6635^59 \ Cm&COP 
~M00056708:36 if ~CH16COP" 



JVI0005733^ 
M00056596:52 



M00055093:85 



M00057035:39 



CH16COP 



CH16COP 



CH17COHLV 



CH16COP 



M00006583^3 w 
~M00056596:56 



CH02COH 



CH16COP 



M00056610^812 : r J3^COP_ 
r M00007098:35l CH02COH 



M00056345:53 I CH15CON 



847 
848 



838_j " 630259 _ RfA22^ 

"839_ t'_l 1 286 " J RJA^^002^F^7JU^eq 

1*40lT J§§^JD^^^ 

~84J f *7OT9_!JRTA^^ 
J42jlT728408j_ 
843 646309 \ RT^2^^ 

845" "j 185489 J RJA^^ 

JJ006^ RJj^2200227Rc. ISJJP^Se^ 
J3863 JJr17^22200227 F . a 23 . 1 P.Seq 

849 J _JJ351 _L ^^200225^1 l^^Seq 

850 j 401553 j ' RTA2^^ 
RT^220TO07FJV^ 
RT^^ 

JRT^22002^ 
JRTW22002MF^ 

JRT^2^^ 
JRf[^220 

J^T^220J^ 

" B^CTZ^Z^ _j ™RTA2220^ 
864 J 640323^ 1 R]^ 



I M00055908:81 1 I CH15CON 



F_ 
F 



M00007; 194:56 1 CH02COH 
M00027556:716[ CH04MAL" 



F 
F 

"F 

"f" 



M00007 128:76 



M00057033:69 



CH02COH 



CH16COP 



_ 85 t L 504 ^ 1 3l 
JB52H M597lf 

853 T 6923 



F 
F 
F 

"F 

F 

"F 
F 
F 

F 



M00056^84j83 T CHJ5CON 
^000^04^47 CHI^ON^ 
M0002^6:35 
^M0005590^8 
M00006610:48 



CH15CON 



M000065^ ^H02COhL 

M00055884:21 I ^H1555^ 
CH15CON* 



J M259?1 2 J 3:14 

Tr^o^ 

";M00008023:412 




JL 

I 
f" 



jCHieoop^ 
CH03iy^ 

M00007034:26 | CH02COH 



M000071 36:3s 1 CH02COH 



-M000071 46:61 TF CH02COH 



M00055581:21 \ CH15CON 



r M00026865:711 j CH04MAL 



F 



M000071 74:46 T CH02COH 



731785 



JF 
J= 
F' 

" F" 



}^999^^9^^ lI^j^coH 

M00056777:67 ^^HieCOP 



T M00006803:3£ I _CH02COH 



M00056664:76 | CH16COP 
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Table 1 

SEQ ID J CLl^TER J 



865 

"866"" 
~867" 



J68 
869 

87™f 
^872^ 
873 
874" 



379105 
J48029^ 
650476^ 
640525 



RTA222000^ 
RTA22200005F.h.07.1.P^eV 



J ORIENTATIONL CLONEJD_ J LIBRARY 



F 

"f" 



CH16COP 



CH16COP 



CH15CON 



JRTA222065C«F^^ 

_J?I>^^ 

J~651 088 j RIA222^ 
2737_ f RTA222J0 

875_ i R I^ 2 ^^ 

'877 f'™ 447539 J RTA22^l005F^^3Z^ e 9 J 
879 ; ^236368 "IjRT A2220j0006^ 

88 1 ! *~ 729173J 

882 831 5 ) RJA2?20023j^ 



390124 
3^64029 
468109" 

~~2166£T 



F 

"L 

F 

' F 
~F 

f 

"l 

F 
F 

If 

F 



M00056728^85 

M00CB5893^35J^ 

^00056192^ \ CH15CON 

^00056267^52" 
T/1000551 37:34 



iM00055880:612 



; M00055064:512 



M00056224:210 



"M00055039:71 



"M00055879:44 



M00055034:81 



M00055882:19 



''M00057029:312 



~M00056077:56 



M00056673:56 



F 

F 



M00056739:41 1 



CH15CON 



CH17COHLV 



cm scon 



CH17COHLV 



CH15CON 



CH17COHLV 



CH15CON 



CH17COHLV 



CH15CON 



CH16COP 



CH15CON 



CH16COP 



CH16COP 



"M00607927:31 [ CH03MAH 



895 
896" 

897 1 
'898_ 
899 



450463^ | JRtA2S20^^ 

^"RT^22000^ 
RT^'2200013^ 
727224 URT>«22^^ 
"'557906 ! J*Tte2^^ 
l502TO3""1 RTA2^ 
728408 1 "RT ^220001^^ 

" 647952M JBJA???000^^ 

^639991 1 RT A2^00009FJ2^ J 

735346 ^RT/£^ 

"1 026553^^ "\ 
5§36?9 !J?T/^^J^^ 

641884 I RTA22200005F.1.16.1. P.Seg 



J883 
JB8T 

885 j 648109 

J87 
888^ 
889 
J390 
89T 
[892 
893 
894 



F 

V 

"F 
"F 

E 
"f 



Cm5CON^ 
CH16COP 



M0W^6218^73^ 
_ M00056775:31 

~ : M00056822:71 1 T" CH1 6COP 



M00056859:412i CH16COP 



M00055063:71 (CH17COHLV 



F 

F 



M000561 85:46 > CH15CON 



"M00056594:31*6| CH16COP 



F 

F" 

\ 
F 



~M00055919:16 l CH15CON 



~M00042846:49 I CH16COP 



M00057266:44 | CH16COP 



M00056222:62 ! CH15CON i 



648872 



900 

96T 
1)02' 
™90Y 

I 904 
905" 

906" 



644242 
"63559" 



RTA22200007F.p.f0.1 P.Seg 
RTA2220000^ 



F RTV^220024^^ 
550108 "RTA22jtt^^ 



374306 



I 
F 

"F 

JT 

F 
F 

T" 



^M000567T2^58 : 
I M00005708:27 

^M000^^:32"T 

r "moo^ r 

r M00055911:56T 



CH16COP 



CH02COH 



CH15CON 



CH15CON 



CH15CON 



M000271 83:2lT" CH04MAL 



M00056779:810 1 CH16COP 



" M00056639:52"T CH16COP 



5838 



J645530 
649732^ 
649143 



RTA22200226F.c.19.1.P.Seq 


F 


I M00005621:88 


RTA22200006F.k.07.2.P.Seg 


F 


M00056079:67 



CH02COH 



CH15CON 



907 
908 



7571 
4572" 



_909 
910 



2147 



I 462659 



JM1_ 
912_ 
913 

915 



727723 



2636 



RTA^20001^F^ 
I?IA22^^ 
JRT>^200225F^^ ~{_ 

2 RT>^2200229F JJl4JP^Sec|_ T ^ 
RT^2200008 F . h 0 . 1 .P.Seg f 

RTA2220022j^ 



F 

F" 

F 

F 



M0C^6283:52 
^0^4^3£ 
M00022651 :31 



^CH16COP 



CH15CON 



CH02COH 



CH03MAH 



™M00007006:11 T"CH02COH 



^M06056475:62 ( CH15CON 



^00959 I RXA222000^ 

^734929^ !~I?TA2220^ 
916 j "453592 T'RT^220^^^ 
™9r7~T™ 15414" i''RTA2^TO^ 
918 F 648959 "T RTA 22200002F .m .22. 1 . P.Seg 1 



F^ 
F 

F 



M00056761:65 I CH16COP 



M00005657: 1 1 2 P CH02COH 



M00055931:51 \ CH15CON 



M00007954:24 I CH03MAH 



F 

"f" 



M00056592:47 "j CH16COP 



M00042706:14 j CH15CON 



F 

"f" 



M00055423^1 6 \ CH^COIHLV 
"M00055542:V9T"CH15CON 
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SEQ IPICLUSJERJ 



SEQ NAME 



ORIENTATION 



919 
"920 
92 i 



A 453470 



RTA22200007F.gj06^P : Seq 



649272 



RTA22200007F.k.03.2P.Seq 



922 
923 

r £?L 

926^ 
927_ 
928_ 

930 

r~ 93'f 



_1699_^ I 
649719 ! RfA22200006F.m.21.2.P.SeqT 



562805 I RTA222jOJ^^^ 
j45220£T^ 



639177^1 RTA2^00015F£^U^^ 
562550 Tl"RT^^^C^^^^J^SeqJ^ 
"5618071 RT^220^4F^ 
641373 fRtA22200006F.rn.23.2P.Seq \ 



514418^ 
567078 



J932 J 6j43061_ 
933 ^ Q549160 

453082_ 
"418135 



934 
935 
936 



R J^?20C^£^^P^Seq 
Rt^^ 

RT>^220^ 

WA22200026F.a.09.1 P.Seq " 



L937 ! _2783_ 
| 938 ™T 549435 



JRT^^20002^ 

939 ! 446614 ; RT^200^^ 
^(TX ' 4494 7 7 j[ RT/ ^22000 1 2F .p .04 . 1 P.Seq 
454380 I ^2220^ 



I 941 
942 

944 

\ 94 JL 
946 

947 

948^ 
949 



\ 450914^ 
T 736860 
727224 
T'l§44242] 
1 562550 
'[^49148" 
1 375889 



R]j^200013Rc^ 

iRT^^j^^ 
Rt^gjtt^ 

RTA22200006F.a.19.2P.Seq 



RT;^2M02^ 
* RT^2^007^2^2 I ^eq^ 
RTA22206b23F.c.T3.1 P.Seq 



r 



449437 



950^ 
"951 

952f 
"953 

954 



449044 



; 555318 
T456764 



11567 
3522 



r 



955 

957 
958 



^456^8^ 
639142 
44637f 



J^TA22200^ 

RTA^^ 
"RT^22200231^^ 

RT^j^OOJ^^ 

RTA22200001F.e.1 0.1 P.Seq " 



959 
960 

961™ 
962 
96T 
i" 964 



554742 J RTA22^^ 
348029 J RT^200009f^^ 
551380^ I RTtiEm^ 
5£I527_ T' 

"729295 T~RTA22200014F.a.21.2P.Seq 



F 
F 
F 

If" 
F 

F 



CLONE ID 



LIBRARY 



M000561 98:47 \ CH15CON 



M00056232:56 I CH15CON 



M00056781:512I CH16COP 



M00056098:81 



M00055037:510 



M0005491 8:311 



M00055041:52 



M000571 34:710 



F 

F" 

f' 



M00054941:74 



M00055808J1 1 



M00056099:79 



M00054870:49 



CH15CON 



CH17COHLV 



CH15CON 



CH17COHLV 



CH16COP 



CH17COHLV 



CH15CON 



CH15CON 



CH17COHLV 



F 
F 



I M00056007:1 1 1 " CH15CON 



M00056099:81 1 : CH15CON 



F 
F 
F 

"f 



M00054638:38 



M00042770:212 



M00042564:81 1 



M00055406.45 



CH17COHLV 



CH16COP 



CH15CON 



CH17COHLV 



jyiPJ^550^47 ^17COHy/ 
M00056223:73 1" CH15CON 



F 
F 

~E 
"F 



M00042816:64 j CH16COP 



M00056780:32 ; CH16COP 



M00056815:21 \ CH16COP 



M00056812:58 I CH16COP 



F 
F 
F 

"f" 



M00057283.56 CH16COP 



M00056592:64 I CH16COP 



M00056000:612| CH15CON 



M00055002:54 CH17COHLV 



F 



M00056231:79 CH15CON 



M00055032:16 I CH17COHLV 



M00042767:42 \ CH16COP 



M00056003:56 \ CH15CON 



F 

L 
f" 

IE 

F 



M00054903:312l CH17COHLy 
M00055931 :3lT CH1 5CON ~ 



M00007965:710l CH03MAH 



M00007007:85 I CH02COH 



M00057280:16 I CH16COP 



M00056887:68 ! CH16COP 



349744 
648996 



RTA22200022F.m.17.1 P.Seq 



RTA22200004F.d.22.1 P.Seq 



F 

F~ 
F~ 

T' 

IE 

F 



M00042567:31 



M00055405:85 



M00042848:712 



M00054952:86 



M00054689:512 



M00056925:37 



cm scon 



CH17COHLV 



CH16COP 



CH17COHLVj 



CH17COHLV^ 



CH16COP 



M00054975:34 CH17COHLV 



M00055768:25 I CH15CON 



J)65 ^ 4£7^ 

966 ! 730866 RTA22200013F.p.20.1 P.Seq V 



967 
J)68 
969" 



J20686 
451753" 



970 
971 
972 



JiI^20JW2(^^ 
JR^ 

451380 JJ^TA22200021F^ T 
J455?0_i RT A22200003F.I.1 1 .1 P~Seq j" 
554703 QRTA222D^^ 
562835 1 j^j^^ 



F 

F" 

L 

F 

T 

"E 

"F 



M00042573:17 . CH15CON 



M000569 16:22 CH16COP 



M00054692:41 I CH17COHLV 



M00057304:51 I CH16COP 



M00054743:52 CH17COHLV 



M00055689:67 I CH15CON 



M00057266:712i CH16COP 



M000571 34:11 \ CH16COP 
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J_IBRARY_| 



| CLUSTER) 

r^732764"~ \ 

f 55621 eT; 



SEQ NAME 



RTA2^ 

RTA22200019F.I.17.1 P.Seq 



728779 



SEQ ID 

_ 973 ^ 
974 

975 _ 

976 ! "414739 i RTA22200002F.n.19.1 .P.Seq 
977 

^978 
979 



| ORIENTATION J CLONE ID 

f " F 



M00057259:28 



M00054534:42 



RTA2220001 7F.c. 1 9.1.P^Seq ^ J 1 

F 



M00057318:29 



M00055547:410 



L? 8( L 

981 
982 
983" 

984" 



\ 551514 

ilssgio/" 

J J26786J 
" 456747 

™"56255'0" 
TJ549722' 
T ^525" 
1~455542" 



RT^20J^^ 

" RtA22200Q23F.p.Q2.T>7Seq^ 

RTA22200001 F.f.23.1 P.S eq " 
RT^2200023Rn A 3AP^eq 
"RTA22200002F.p.13.1 PSeq 



F 

F 



M00054953:710 



M000551 30:71 



M00057291:26 



M00042700:11 



985 
986 



! _987 
988 I 

Li 989 , 

j 990 ' 

F99'r 

992 
i 993" 
( 99V 
P995" 
f 996" 



9436 

^380^4" 
556260" 



650476 
"554500" 
'422375* 



RTA222000^^ [ _ 

"RT^2zttM^ 

Rt A22200020F.p.08 .1 P.Seq " 
~RTA22200013F.p.21 .1 P.Seq 



F^ 

F~ 
F" 
F 
F 

... 



M000551 11:43 



M00055560:66 



CH16COP 



CH17COHLV 



CH16COP 



CH15CON 



CH17COHLV 



CH17COHLV 



CH16COP 



CH15CON 



CH17COHLV 



CH15CON 



M00055796:510j CH15CON 



M00042787:59 I CH16COP 



M00057270:54 i CH16COP 



M00055755:83 \ CH15CON 



M00054707:55 



J56528^ 
644190 
"554080" 



RT^ggOOOOe^J^gJ^Seq 

RT^220001^ 
RTA22200009F.m > 23.1 P.S eq 
" RTA22200014F.o.19.3P.Seq 



M00056916:64 



F 

"F 



M00056103:812 



M00057272:23 



J^00054^^ 
M00042853:73 



CH17COHLV 



CH16COP 



CH15CON 



CH16COP 



CH17COHLV 



546705 | RTA22200021F.i.06.3.P.Seq 



F^ 
F 



M00057028:49 



M00054781:24 



CH16COP 



CH16COP 



558337 
"449269 



mT^^OO^^ 
RfA22200014F.p.17.3P.Seq 



F 

F 



M00054720:61 1 



M00057035:39 



997_ 

L 998 I 
J>99_ 
1000 
l0JD1 

■*iod2" 

J 003 
JP'04" 
jm05~ 
J006. 
1007 



645799 

456506' 

218416" 



JRTA222000U 
^T^220<^0fFL1 0.1 P.Seq 

^ RTA^^ 

J55820 iRX^ 
1554703" [jRTA222^ 
J650204J Rf>il2200608F^6JP^q^^^ 
456808 j 
420686" T 



F 
f 
F 



M00056952:84 



M00042889.19 



M00055414:111 



5 378373 
] 463824 



24939 



J008_ 

100 ?L 
lOliO 

JOT 1 
1012 



L §56561 
V 380406" 
'[ 456764" 



RT^22200^ 
RTA222000^ 
1^^2200023^11 .20|. P^Seq 

™RI±?^^ 

RTA22200022F.n.08.1 P.Seq 



F 

F_ 
F 



M00055097:76 



M00055262:211 



M000563 13:67 



CH17COHLV 



CH17COHLV 



CH16COP 



CH16COP 



CH15CON 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH15CON 



F 
F 

F 



MTO056924^ i CH16COP^ 
M00055821:16~] CH15CON 



M00055114:111 ICH17COHLV 



M00055740:69 \ CH15CON 



JRTA22200001 FJ.IJ^P^SegJ^ 
RTA222d0004F.a.10.1P.Se^ 

T _725703 jr^^^^M^M^EM^ _ 
I 185465 f RTA22200009 F . g . 1 0 . 1 P -Seq J 



F 

F 

F 



M00057229:66 ! CH16COP 



1/I0005498jj3^^ 



M00042890:38 j CH15CON 



M00055736:46 i CH15CON 



F 

"F" 



M000571 54:46 \ CH16COP 



M00042793:76 | CH16COP 



1013 

L 

l J01 5" 
!" 10f(f 

r'ioi7" 

1 1018 
I 1019 



5830 



539955 



RT^2200C^ j F 

F 



M00056894:76 ! CH16COP 



M00056909:49 | CH16COP 



640747 ; RTA2^^ 
500630 T RTA22^ 

A0^73^j "RJA22^ 

641439 f ' RTA22200003F.L08.1 P.Seq 1 



M00055553:37 I CH15CON 



Jl 

F 



M00056901:16 | CH16COP 



M00054984:37 I CH17COHLV 



M00055438:36 i CH15CON 



M00055688:24 ; CH15CON 



1020 I 406092 



L 1021 



I RTA222Q0q 04^ 
380284" 1 RTA22200002F.I.1 1 A P.Seq 



559806 



F 

K 
"F 



M0005574^212i CH15CON I 
^TCH ^COHL V 1 
CH15CON 



1023 I 560700 



1024 ! 


552879 


t ~l025 


640590 


1026 


641683 



JR]j^200026R^ 
JRTA2220002^ 

RTA2^000^ 

RTA2220b003F.k.24.1 P.Seq 



F 
F 



M00054987:32 

1^^055^^ _______ 

M00055475:78 I CH17COHLV 



F 

F 



M00055242:11 I CH17COHLV 



M00055692:57 j CH15CON 



M00055685:51 I CH15CON 
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SEQJN AME _ ^ORIENTATION [ „_CLONE ID 



SEQ ID | CLUSTER _ _ _ 

1 027 "T '648934 f RT ^2200003 F^JjLP Jeq 



1028 
1029* 
T030_' 
1031 
1032 



557948 



1033 

JPll 
1035^ 

J036 

J037" 
1038" 

J039^ 

J040 

JL 04 f 

1042 
1043 

'"1044" 



RTA2^0O^ 
RT^200021F 

RT^220iOOM 

J^TA222^ 

449750 JlRT^220jO^ 
646780 : 



377094^ 

978 
641837 



546642 
]642906_ 

552879^ 
1544205 
3506744"* 

557797^ 
^64035£ 

462659 

645633 



i RT^2200^ 
^ RTy^^i^^ 
jRf^2200014^^ 

RT ^^ 
RTA22^ 

~RTA^^ 
RTA22200024F.C.03.1 P.SeqT 



F 

If 

"f" 

~L 
~F 

T" 

F 

L" 

F 

"F" 



M00055578:89 



"M00054766:24 



! M00054741:510 



I M0005541 5:811 



1/100055820:58 



\ M00055247:111 



™M00055586:65 



M00054773:112 



1/100055820:710 



1/100057029:312 



M00056985:35 



F^ 
F 

"Y 



1/100055196:19 



1/100055602:710 



1/100054841:27 



J 045 
J046 
J 047" 

j[Q4iTj" 
J049_r 

1050 r 

J[05fT 
J 052 J 
J053 j 
J05£ 
J055_J 

1 057_ ! 
T058 "~ 



237288 



454343 



386543 
446404 



LRTA2 
~F^A222^ 

i^A22200024F.g^2^ f 
RTA22200003F7b.1 0.1 P. Seep* 



F 

"F" 

T 
f" 



M000551 54:64 



LIBRARY 



CH15CON 



CH17COHLVI 



CH17COHLVI 



CH17COHLV 



CH15CON 



CH17COHLV 



CH15CON 



CH17COHLV 



CH15CON 



CH16COP 



CH16COP 



CH17COHLV 



CH15CON 



CH17COHLV 



CH17COHLV 



A^5579^7 ' CH15CONL 
M00042732:79 p2H1 SCON 



""M00056291 :25 ; CH15CON 



F 
F 



1/100055495:63 \ CH15CON 



1/100057181:46 \ CH16COP 



3^6528 J RTA22200014F.n.13.2JP : Seq 
^456528 '^'^^^^^^^J^AE.^S^ 
J*?^8l7^^ 
^551671 "IJ*T^220TO 
644242 " | RtA222Q 0004F.h.d 



F 

f 
F 



M00055198I67W 

-t 



M00055582:54 I CH15CON 



M00057019:82 \ CH16COP 



1/100057118:32) CH16COP 



F 
F 
F 



M00055827:36 



1/100054729:51 



M00055791:45 



1059 


193486 


1060 


^50195 


1061 


562835 


1062 ^ 


736816" 



561892 I Rti^220002^ 

J533588 TjRT^ 
55^77" "I J^TA22^^ 
"650195*7 RT^22000O^ 

m RfM22C^ I 
RTA22200001 F.k.22.1 P.Seq j 



Jl 

F 

f 



M00055391:76 



~M00055771:41 



CH15CON 



CH17COHLV 



CH15CON 



CH17COHLV 



1/100042881:38 ) 



CH15CONL 
CH15CON 



1/100055775:2101 CH15CON 



F_ 
F 



1/100055782:62 | CH15CON 



1/100054580:41 1 1 CH17COHLV 



M00042886:61 \ CH15CON 



1063 
1064" 



403632 
390124 



RTA22200025F Seg[| _ JF 

JRTA2220(^ F 

RTA22^J^^ F 

RTA222000^^ F 



M00057052:79 



1/100054575:31 



rM00054849:811 



1065 390124 



J066 
1067 

J068 
W69 

joW 

J071 
1072 



422687 



39441 3_ 

^549178 
4M079" 
"463824" 



RTA222000 16Ri .16 A P^Seq „ 
F^A22^MJ^^ 
™RTA22200004F.e;Tl .1 ' P.Seq 



M00057230:412 



F 
F 

J 
F 



1/100057072:52 



CH16COP 



CH17COHLV 
CH17COHLV 



CH16COP 



CH16COP 



M00042750:29 \ CH15CON 



1/100054571:31 fCH17COHLV 



1073 



1074 



1075 



1076 



1077 



1078 



1079 



1080 



JRT^2^601 F.j .03 . IJP^Seq! 

_ ~RJA222^^^ 

448606 1 RT>^2200014F.j.14.2.P.Seq 



736595 
102655 



F 
F 

~F~ 



r'M0005^ 

| M00042735:17 \ CH15CON 



M000571 82:211 ( CH16COP 



1/100055816:61 ] CH15CON 



M00056994:33 I CH16COP 



504513 rRTA22200004F.n.12^1LRSeqL 



_20036 j RTA2^00MJR^12^^ 
_5308p7 ^^ R ^ 

J47126 j RTA2220000£Ro^ 
^55(^6rj2 R T^2200^ L 
Jj^096j RJA22200020F^^ 
^0^20 j_ ^ RTA 22200020F .g. 16.1 . P. Seq ± 



F 
F 



^M000571 80:81 Tl CH16COF 



F 
F 



M00055832:512S CH15CON 



1100055302:62 I CH17COHLV 



JL 
"F 



M00054621 :41 1] CH17COHLV 
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SEQ ID CLUSTER 

Tosf 

3 082 
1083 



SEQ NAME 



560984 
45079?" 
16556™" 



1084 j 402707 



1085 
J086 
1087 



I 557903 
T 451243 



452506 



1088 
J089" 

Jf090" 
1091" 

1093" 
1094 



554703 



449580 

"_3316 w 

55621 6~ 



RT^^OOg^d^O IP^Seq ; 

RT>^ 
'FTA2^^ 

RT^22M C 

' RTA2220dO18FJ.18XP.Seq j 
^RTA222^ I 

~ RT^22000^FJ ^0^P.Seq f 
™RT^^ T 
RTA22200025F.k.07.1 P.SeqT 



ORIENTATION 
F 
' F 
F 

F ' 

' F 



CLONE ID 



M00055306:79 



M00043338:13 



M00055281:58 



M00042520:64 



M00055279.78 



M00043324:44 



M00055274:62 



; M00055345:811 



J85401 
3758 



J095^ 
J096_ 

1097 
J098T 

1099 

noF 

"1102 
1103 



95700 



RTj^2200250F.d.2^ 
JRZA2220024fl^ 

~RT^ 

2478 ~T RTA22200250 F .d . 1 2 . 1 . P . Seq ' 
"550267[ 
185652 



55798 

5078™" 



RTv^220001 1 F^14J P.Seq 
RTA22206250F .c. 1 9 . 1 P.Seq 

RTA2220001 1F.a.19.1 .P.Seq" 



F 
F 

J" 
F 

F 

T 

F 

F 
F 



M00042450£8JO 
M00055356^36 



M00055364:51 



M00055373:410 



LIBRARY 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH17COHLV 
CH17COHLV 



CH17COHLV 



CH17COHLV 



M00027808:7^10 CHO^AL^ 
l'M?0027«05^ r CH04MAL 
M00027588:16 j[ 



CH04MAL 



M00027803:810l CH04MAL 



M0005655^:210] CH16COP^ 
'M06027786:21 T CH04MAL 



F 
F 



M00027757:26 ) CH04MAL 



M00056529:89 \ CH16COP 



9784 
2245™ 



11606 



1 1 04 ™ 
T105^ 

1T06 



2245_ 
'551172^ 
729175 



I 1107 
1108™" 

riio9 
r ij 16 

! 1 

: 1JM2 
i"Tii3"" 

1115 



6317 



RT^2002£9Rh .ZyPjSeq 
RTA222002 34^ 

RjQ°*^c^ 

Fl*A22200224F.e.13.1 P.Seq 



F 

F 

F 



M00027681:42 \ CH04MAL 



M00022216:46 \ CH03MAH 



M00022221:46 j CH03MAH 



2478 

""4727~ 
J8559~8^_ 
736349 



JRTA2220]^^ 
RT^2200j?3^ 

RTA22200010F.j.16.1P.Seq~ 



F 

F 
F 
F 
F 
F 

T 
f" 



M00022221:46 I CH03MAH 



M00056537:19 I CH16COP 



M00056420:47 j CH16COP 



M00004971:74 \ CH02COH 



; M00JD22235^31 1 
TM0^22^512i _ 
TM00027747:4r~CH04MAL 



CH^AhL 
CH03MAH 



M00056434:57 \ CH16COP 



8001 



1118 



189561 

j560984_ 
^549945 
554785] 
554785 



RTA22200010F.n.22.1 P.Seq 



! 1119 
1122 



551235 



J2634 
548858 



J5625 
649259 



_7436_ 
451794 



jn24_L 55026 7 ! 
1125 

J126_ 

"1128 
ll29~ 



RTA22^^ 

' FOA22200^ ' 

"'^A222M019F^ f 
Ffj^220^ 

RT^j^O^ [' 

J*TjA2^ 
RTA^OO^^ 

RTA22200005F.b.1 5.1 P.Seq T 



F 

T 



F_ 
F 

F~ 



M00056425:88 
! M00b56507:2l6 


CH16COP 
CH16COP 


! M00054521:64 


clTr7«coHm 


M00054513:112 


CH17COlCv1 


; M00054499:51 1 


CH17COHLV 



! M00054499:51 1 1 CH17COHLV| 



F 

F 



M00043506:89 jCH17COHLVj 



M00022720:39 j CH03MAH 



F 

F 
\ 

F 



M00054493:110)CH17COHLV 



M00055966:46 | CH15CON 



M00056000:49 I CH15CON 



M00055856:67 \ CH15CON 



5744 



3516 



1130 



1131 



1132 



1133 
1134 



730555 



3085 



638854 



7379 



R^TA22200005F.c.13.1 P.S eq ] "~ F 

FTA22200227FJ^ F 
RT^2200228F^ [ _ 

RTA222000U^ 

RT A22200237F.n.05.1 P.Seq 1 _ 
RTA22200005£^ 
RT A22200225F.I.06.1 P.Seq'" 1 



M00022697:412i CH03MAH 



M00055866:12 ; CH15CON 



M00006719:512j CH02COH 



F 

F" 

F 

F 

F 



M00006892:69 I CH02COH 



M00056997:89 \ CH16COP 



M00022829:86"f CH03MAH 



M00055854:54 ! CH15CON 



M00005501:79 | CH02COH 



J85562 i_RT^2^248FJJJJ^ 
452491 RTA22200005F.a.1 6.1 P.Seq 



F 



M00027571 :31 1 \ CH04MAL 



M00055849:48 \ CH15CON 
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[SEQ IDJ CLUSTER I 



SEQ NAME 



1135 

fl37 
'1138" 

T140 
J 141 " 

jW 

1143 
^■44* 

jt47~ 
1148 



646248 
"6056" 



643103 

16923""' 
6923 

J" 901 I 

367 



4043 

"^3299 
|l88f 
9113" 



185460^ 
"18571 '6* 



J149 

jJ 5 L 

1151 
1152" 
"Yl53 

JM54" 
1155"" 
T156 



5753 
"24939™ 



649684 
''642109" 
JI5035 

649354" 



1 15 L 
1M5\ 

1159 

1160 

IP 11 " 

1 1 63™ 
1165 



4465 
"647952' 
]455601~ 
641901"' 



j^A222jM00^^^ 
JR]j^2(^^ 
RTA222M^ 

RTA22^^ 

RT>^220b237F.o.03. 1 ■P.Seq 

' RT^220O^ 
RT^^ 

RT^j^02^^ 
RT^ 
"RT^22002^ 

„ RIA22200227F^ 

R1QA22 20001 2F.h.03.1 P.S eq^ 
RT/^2^^ 

RT>^ 

RTA22200005F^ 



iPJR|ENWIONL 



F 
F 

T 



M0^5848^86 
: M00022468:51 2 



LIBRARY 



~CH15CON^ 
CH03MAH 1 



! M00055873:211 1 CH15CON 



1/100022741:211 1 CH03MAH 



F 
F 

F 

~'ff 

F 

F 

F 

F 

F' 

F 

F 
~F 



1/100022745:37 1 CH03MAH 



M00022831:34 1 CH03MAH 



1/100022831:19 f CH03MAH 



1/100022641:310! CH03MAH 



M00006873^21 

M00022B£lj56" 

M00022899:39 1 CH03MAH 



CH02COH 
CH03MAH 



1/100007204:7121 CH02COH 



1/1000271 65:61T; CH04MAL 



; M00026873:5Tf f CH04MAL 



" M00006756:68 CH02COH 



1/100056701:58 , CH16COP 



ll^T^ 

^ 1 I _ RTA^OC^ 

T 72^9_; JRTA22200012Fll9.1.P.Seq_ 
159925 f RTA2^^^ 



446878^ 
7436 

J?45" 
13531™' 
9625 



1166 
1169" 

jIzL 

I 171 

1172" 



645210 


; RTA22200012F.g.17.1. P.Seq \ 


157629 


, RTA22200235F.d. 24.1. P.Seq ; 


8375 


rRfA22200231F.I.07.1. P.Seq [ 



F 

F~ 

™f" 
"f~ 

F 
F 

y_ 

F 

F" 
F 

H 

F 

K 

F 

F" 



M000561 40:87 j CH15CON 



M00056717:34T CH16COP 



1/100056246:23 i CH15CON 



1/1000561 40:57 \ CH15CON 



r M0000681 1 :412 1 CH02COH 



M000561 44:39 1 CH15CON 



C H15 cori 

1/100042466:86 I CH16COP 



M^220^TlJ CH ra3WAH 

I^MZ1^ 6 J CH22291L 
M00006746:26 r CH02CO[± 
CH04MAL 
CH16COP 



M00023520^77 I 
M0(W56754:14 ! 



M00023428:43 I CH04MAL 



1/100056715:54 [ CH16COP 



4319 



j4045„ 
185642 

"""7436"" 



f 1174'" 
1175 
1176 

Li 177 " 
fj 17V 

1179 
1 1 B(T 

~1183j 
1184 

J186 
1187" 
Tl88 



^ 3531 
644776 



8354 

209 Q 
J49956 

649106 



RT/^ 
RTA2^ 

^RTA22200^ j 
RT^2200227R 
( 'RTA22200^ 
1 RTA22^0^^^13^^eq ! 
T RrTA2^^ 
I ^RTj^ggOOOTl 5'18JP^^ 
T RTA2220000^o : 09. If^Seq 



452414 

*732712"' 
185562" 



JBI^ilooa^^ 

RTA22200241 F.m.01 .1 .P.Seq j 
JRTA^200225F^ 
RTA22200241F^ 
185460 ± R^2200241 F.a.08. 1 .P.S eq 

="^^2002371^ 

RTA2220001 5F.m.lTTP^e^ 



F 

F I 

"F_ 

F ' 

>'" 

F l 
F ' 

F 

F 

F 

~F~ 
F 



M00007992:78 



^000^8^71 11 CH04MAL^ 
r M00022S^ 

f M00006746:26 \ CH02COH 



M00022892:7fT" CH03MAH 



"M000271 11:84 



M00056624:85 



CH16COP 



1/100055723:55 j CH15CON 



_3516 
185562 



J0947^ 
452856 
558767 



F 

F" 

F 
F 



M00026854:57 : CH04MAL 



M000561 69:66 "* CH15CON 



15035^ rRTA22200008F.e.22.1 .P.Seq 



F 

"f' 



M000571 27:77 * CH16COP 



M00022453j84 f CH03MAH_ 
* M00007982:61 i 1 "~CH03MAH 



CH02COJ1 
CH03MAH 



CH04MAL 



^M00055908:512i CH15CON 



^^^^^ 10: CH 16COP 

\ M00026938:64l CH04MAL 



"M00026938:64 j CH04MAL 



M00022813:18 \ CH03MAH 



"M00056438:16 j CH15CON 
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Table 1 



I SEQ ID 


/-»J 1 l CTCD 

OLUo I tK 


SEQ NAME ORIENTATION| CLONE ID 


^LIBRARY 




1 189 


OOb4Z1 


\ RTA2220Q005r.n.2J.1 .P.Seq 


r~ 

r 


: M00055906:612 


| CHI SCON 1 


% 


1 190 


7fkQO 


■ °TA22200235Fj^ 


F 


; M00022565:15 


; CH03MAH 


L 


1 191 


40ZOZO 


RTA22200013F.J. 07.1. P.Seq j 


F 


M00056868:59 


j CH16COP 


V 


1 192 




i RTA22200230F. a. 01.1 P.Seq j 


F 


i M00007092:63 


\ CH02COTT 1 




A A OO 

1 193 


bbbU 


I K I A22z00Ziizr. 1.24.1 .P. beq f 


j— 
r 


■ M00003986:712| CH01COH 


P 


1 194 




1— >-i- a AA0AA0 a a \ — ; A n O « i 

RTA22200244F.J.02.1 P.Seq i 


F 


\ M000271 97:77 


i CH04MAL 


\ 


1 195 




m- a ooo/*\oo h r ; 0 0 .4 rt * 

RTA22200011 F J.23. 1 P.SeqM 


F 


|M00056599:41 1 


\ CH16COP 


I 


1 196 


A 070 


1 — )T a 000000001 — — >i c a n < 

i RTA22200226F.p.1 5.1 P.Seq ; 


F 


"l M00005830:410 


i CH02COH 




1 197 


1 OO0D4 


i RTA22200244F.m. 17.1. P.Seq I 


i — 
F 


| M00027217:73 


CH04MAL 


L 


A A C\Q 

1 19o 


1 oo4o2 


" RfA22260241F.d.04.1. P.Seq 


r~ 

r 


' M00026873:28 


f CH04MAL 




1 199 


185715 


r ^RTA2220024bF.I.14.1. P.Seq 


i — 
F 


i M00026805:24 


! CH04MAL 




1200 


66017 


: RTA22200243F.d. 10.1. P.Seq 


F 


~ fM00027097:7lT 


1 CH04MAL 




1201 


403111 


RTA22200607F.j.14.1. P.Seq \ 


F 


j M00056226:612 


CH15CON 




1202 


I 3224 


RTA22200222F.0. 18.1. P.Seq \ 


F 


!M00004296:711 


.~CH01COH 


I" 


J[203_ 


^ 966 


^RTA22200238F.k. 11.1 P.Seq ) 


F 


M00022961 :21 1 


i CH03MAH 




1204 


3639 


~ RTA22200235F.j.05.2.P.Seq | 


F 


\ M00022509:26 


1 CH03MAH 




1205_ 


5388 \ RTA22200243F.k.1 7.1 P.Seq I 


JF_ 


; M000271 39:36 


1 CH04MAL 




1206 


3299 


RTA22200238F.b.05.1. P.Seq I 


F 


: M00022872:25 


\ CH03MAH 


\ 


1207 


23760 


RTA22200241F.n. 13.1. P.Seq 


F 


\ M00026949:81 0 [ CH04MAL 


L 


1208 


729384 " 


RTA22200012F.n.06.1. P.Seq 


F 


;M00056765:5121 CH16COP 


I 


1209_ 


46559 


RTA22200016F.g.1 6.1. P.Seq 


F 


| M000572 15:22 


^ CH16COP 






449750™ 


* RTA22200022F.n.05.1. P.Seq i 


~F 


\ M00054980:32 


CH17COHL^ 


L, 


1211 


^35936 


RTA2220001 1 F.i.02.1 .P.Seq 


F 


. M00056593:55 


CH16COP 




J212 


607430 


RTA22200005F.O.04.1 .P.Seq 


F 


M00055971:57 


r CH1 SCON 


U 


1213 


452856 


L RTA22200007F.g.23.1. P.Seq """" 


F 


i M00056205:41 


5 CH15CON 




1214 


I 557903 


% RTA22200016F.g.07.1 P.Seq : 




\ M00057211:67 \ CH16COP j 


1215_ 


453112 


RTA22200001 F.g.01 .1 .P.Seq 




\ M00042700:43 


CH15CON \ 


[- 


1216 


645900 


RTA22200006F.L24.2.P.Seq 


F 


| M00056067:48 


*" CH15CON"! 




"1217 " 


415114"" 


RTA22200002F.m.20.1 .P.Seq 




M00055542:31 


CH15CON | 




1218 


418763""' 


Rf A2220d004Fll 1 1 P.Seq 


F 


"rM00055811:18 


CH15CON \ 


1219 


2245 


RTA22200230F.a.12.1 P.Seq 


F 


: M00007097:24 


CH02COH 




1220 


403668"" 


RTA2220001 2F.o. 1 8. 1 P.Seq 


F 


\ M00056777:33 


""CH16COP " 




1221 

^ _ 


15427 
~ 555714 " 


RTA22200020F.m.08.1 P.Seq [ 
RT>^22d0020F.n .23 . lTP.Seql~'"'" 


F 
F 


Tm00054677:42 
TM00054691:55 W 


CH17COHLV 

CH tZ^OHL^ 




1223 


555830" 


RT A22200022F.d.19.1 P.Seq 


F 


: M00054899.67 


[CHI 7COHLV 


L 1224 j 


4620 


RTA22200231 F.e.1 3.1 P.Seq 


F 


\ M00007951:15 


CH03MAH 




1225 


171511 


RTA22200012F.p.21.1 P.Seq . 


F_ 


| M00056789:34 


CH16COP 




1226 


451401 


RTA22200008F.h.08.1 P.Seq : 





: M00056475:312 


cm scon 


1227 




RTA22200002F.e.01 .1 P.Seq 


F 


; M00055453:51 


, CH15CONP 


D 22 ^ 


460445 


RT>^2200022F.p.1 2.1 P.Seq X 


F 


; M00055005:28 


RJH17COHLV 


1229 


375814 


RTA22200004F.k.20.1 P.Seq ; 


F 


\ M00055806:59 


CH15CON™ 1 




1230 


449356 


RTA22200026F.d. 19.1 P.Seq f 


F 


! M00055423^ 


CH17COHLV 




1231 


468736 


RTA22200022F.i.10.1 P.Seq 


F 


M00054943:33 


^CH17COHLV 


1232 


548858 


RTA22200023F.a.04.1 P.Seq 


F 


TM00055011:54 






1233 


3693 


RTA22200240F.g.1 6.1 P.Seq 


F 


i M00023393^32j 


CH04MAL l 




~1234 


642973 


RTA22200005F.k. 19.1 P.Seq I 


F 


M00055931:13 


CH15CON 




1235 J 


561180 


RfA22200012F.n.04.1P.Seql~ 
" RTA22200020F.p.07.1 P.SeqT 


F 


i Md0056765?TT^ 


CHM6COP]] 


^J236^ 


453708 


F ' 




^CH17COHLV 




645305 


RTA22200001F.p.1 7.1 P.Seq ; 


F 


M00054917:69 


CH15O0KP 


Ll 238 


463487 


RTA22200007F.e.1 2.1 P.Seq \ 


F~ * 


I M00056 184:48 


CH15CON 




1239 


11131 


RTA22200230F.b.1 4.1 P.Seq , 


F 


: M000071055^ 


CH02CbH^ 




1240 "1 


^561807 ~ 


RTA22200020F.k.1 8.1 P.Seq 


F 


Hvi00054660:65i 


CH17COHLVJ 




1241 


452800" 


RTA22200023F.n.03.1 P.Seq \ 


F 


^MOOOSSI 04:212" 


CH17COHLvl 


1242J 


372960 


RTA22200012F.p.07.1 P.Seq 


F 


M00056782:26 


CH16COP 



Table 1 
Page 23 of 45 



Table 1 
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* 243 j ""4^31 7H^Rff^0£^£|J^^^q 
730759' f RTA22260011Fj^1^P I Seq 



1244 
~1245_ 
^246 
1247" 

1249_ 
J 250 

1251" 
J252" 
J253 
J254* 

1255* 
1256* 



_ 421^ 
736014" 
J4306T 
9113 



1257 



i 1261 : 
| 1262 
['1263 T 
| " '1264 
[J2653T 
M266J"' 
Pi 267 
i 1268 J" 

rji269 r 
r 127(TT 

□MIE 

LI 2 !? J. 

J_1273J 
LJ274 
\ 1275^ : 
f 1276 7 



_91^13 | RTA^^ 
t 6302i^ ! 
1 3516 RT^2^226Ro^0 JJP-Seg j 
C 4 "474?4 r RT^22200^ j 

1" 5^500^7^ 
1^639662 TrT/^^ 

RT^gMOOO^F^^P^Seq j 

^ ' RTA2220M^ 

1650856 T RtA22^00(^^9.ZP^S^j 
J76223 ""' ''^^^^^JOM^^I 
737088 

' R]^220TO22F^^ 
j*T/^Z^0002^^^^ 

J75799 JRTj!^ 

203605 1 RTA2220M^ 
^450429*";" RTA2220001 3F.b.1_^RSegL 

_2478 '^j'^I^^^^^M^A:FA e 3^ 
644099 t RTA22200004>.b.06^P.Seq^ 



|ORiENTATiON| 

CIZT'f ™ ( 

F 
F 

r f 



CLONE ID 



M00042835:31 



M00056643:76 



M00005704:410 



M00055805:410 



M00005819:211 
M0d055802:72 



F 



~M00054547:59 



M00054917:412 



LIBRARY 



CH16COP 



CH16COP 



CH02COH 



CH15CON 



CH02COH 



CH15CON 



CH17COHLV 



CH15CON 



449512 



J 258^ 
i 259 |_ 
1260 "T 521901 



449457 



"552614 - "R"^222CN0O0^ 
4^ 

"446789 T™RTA22206004F.L01 .IP^eq 



F 
F 
F 

F" 
F * 

JL 
F 

F 

F~ 

F 

F 

F 

F 

F 

F" 

F 

F 

F 



1^00042869:56 f CH16COP 
rM00056099:811 



CH16COP 



CH15CON 



M00007035:56 ; CH02COH 



"M00056221 :55 j CH15CON 



M00042792:64 ; CH16COP 



"M00055000:64 fCH17COHLV 



1/1000551 00:48 ( CH17COHLV 



MOOO^^ 
rM00056779:810; 



CHJ5COrsL 
CH16COP 



M0005561 8:16 T CH15CON 



M00056805:29 F CH1 6COP^ 



M00022956:29 I CH03MAH 



^00055743^3121 CH15CON^ 
I M00056344:73 
r l\^0656203i810'i 



cm5Cors[ 

CH15CON 



M0b055807:710 ; CHJ5COIN[ 



9113 



562221 



455972 
449137 



1277 
j278 
f2YQ 



j>078 
5078 



4016 



1284 



1285 



1286 



1287 



1288 



1289 



U 

I 1290 



1291 



1292 



1293 



1294 



515631" f RTA^^^ 
" 4K523 "V RT^200009FJ^ \_ 
"6401 16 "71?^^ 

jfqv\2^^ 

RT^20^ j 
J?TA2^ 

^TA2220001 3F.p. 1 5JJP.S©gj] 

^A^00|M3JFTg"07 JP^egJ^ 

JRT^2^Q0^ 
_R^22000^F/ii3^^Seq [ 
JR1^^200231 fTgT24JP^eq T 
[JRT^2220^ 

i_RTA2^00008FX 1 9 J^P^eqJ 
! KIA^^ 
pRT7*2^ 
RTA22200001 F.]708.1^Se^ 



F 
F 

F 

F"" 



~M00056369:4121 CH16COP 



" Mq00^8q5j88l " CH16CO£ 
M06056250 :61 [ CH 1 5CON* 



M00007097:47 I CH02COH 



F 

F" 

F 

F" 



MO005^29>44 I CHI 6COP j 
M00056914:29 T CH16COPJ 



M00056844:57 I CH16C0P 



J280j_j40^1 

J[28Tj^6^92 

1283 I 403111 



500959 



763 



763 



500959 



F 

F_ 
JF 

F 
F 

"? 

T" 



M00006807:71 2 1 CH02COH_! 



Ul00055946:77l CH15C0N 



M00055053:23 j CH17COHLV 



"M00056226:612j CH15C0N 



" M00056262:28 ) CH1 5CON 



M00007965:33" " CH03MAH 



M00007965:33 



M00056456:19 



452071 



M00042700:85 



468672 



455492 



639667 T RtA22200015R^ 



553158 



549829 f JRTA^^ 

RTA22200021 F.f.Og^SJRSeq 
R1^220002^.d.'^ 
_RTA2^00002F J .04. 1JP .Seq^ 
RTA2220001 8F.h.1 "STl .P.Seq^ 



561485 



1295 | 639352 



JF 

L 

~F 

1 F 
F 

F' 

F 



M00055472:62 



M00042738:410 



M00057079:59 



M00055181:51 



M00054752:17 



M00055421:311 



M00055528:66 



1296 f 451401 



M00043317:64 



CH03MAH 



CH15CON 



CH15CON 



CH17COHLV 



CH15CON 



CH16COP 



CH17C0HLV 



CH17C0HLV 



CH17COHLV 



CH15CON 



CH17COHLV 
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| SEQ NAME I ORIENTATION | CLONE ID 


1 IRRARY 
LlDr\Mr\ Y 


A 9Q7 


ftAOH no 


i K I A222UUUU1 r.l.ly.1 .r.beq i 


r- 

r 


$ n /l AAA/1 OQ AO -OQ 

i MUUU42oy3.3o 


un 1 OOvJIN 


i zyo 


4C070R 
^fOO/ OO 


RTA22200001 F.j. 23.1 .P.Seq i 


F 


1 M00042746:62 




nzyy 


zn 10 


KTA222UU0U4r.D.U9.1 .r.beq f 


r 


f a JIAAr\CET"7/1 yl -OO 

i MUUUoo/44.3o 




1 °,nn 

1 OUL/ 


f UU ( 


Kl A222UUUU2r. a. 24.1 . r.beq 1 


r— 

r 


1 MU00oo4o3.o1 


v^n i ov-fV-^iN 


I OU I 


Ojoj f I 


DTAOOOAAAO/1 C rr» A R A D Con i 

K 1 AZZZUUUZ4r.m. ID.1 .r.oeq s 


r 


^ MAAACC/MO-yM 
i MUUUDOZ4^.44 


PW17PHHI \/ 
\s n I /uUnLV 


i Oui 


7Q4 


K 1 A222UUU1 or. T. 14.1 .r.beq i 


r 


J R/IAAAC7AQA-00 

i IvlUUUOf UtSU.32 


V/ 1 1 1 \JV_/ V-/ 1 


I ouo 




DTA OOOAAAO/1 tT U H C -1 D I 

RTA222U00U4r.D.1o.1 .r.beq \ 


f— 
r 


1 M00055744:78 




1 OU4 


*+o 1 zoy 


: K I A222UUUU1 r.D.Uo.1 .r.beq i 


r~ 

r 


! M00042534:27 


CH15CON | 


1 ouo 


AHA 


KTA222U0U04r.e. 1b. 1 .r.beq e 


T- 

r 


; M00055771:67 


pCHiscbN s 


I OUO 


OO Oil / O 


^ DTAOOOAAAOOC r\ A O A D ^ 

KTA22200022r.n.12.1 .P.beq i 


r 


M00054984:212 


(CH17C0HLV| 


1 OUf 


DO IOI/ 


RTA22200021F.f.21.3.P.Seq i 


F 


; M00054762:67 


JCH17C0HLV1 


A OAQ 


4b34oU 


RTA22200001 F. 1. 08.1 .P.Seq j 


F 


|M00042727:812 


I CH15C0N i 




RAO A 7Q 
D4y 1 f 0 


RTA22200022F.n. 07.1. P.Seq I 


F 


: M00054981:511 


^17COHLV! 


lol U 


0 f 44oU 


RTA22200003F. a. 02.1. P.Seq i 


F 


I M00055601:49 i CH15C0N 


A"XAA 

loll 


OOZOOO 


RTA22200009F.O.07.1 .P.Seq i 


F 


M00042864:55 


CH16C0P 


a o -i o 


/ 0U000 


RTA22200014F.j.23.2.P.Seq ! 


F 


M00056997:89 


CH16C0P 


A *\A O 
IOIO 


7QOQ7Q 


RT A2220001 5 F.T. 09.1, P.Seq \ 


F 


( M00057078:312 


CH16COP 


lO 14 


a anck 
louy 


RTA22200001F.k.16.1.P,Seq i 


F 


M00042883:612 


CH15CON 


13JO 


A QCQ-I 

looy i 


RTA22200015F.C.09.1. P.Seq [ 


F 


f M00057058:69 


CH16COP 


131b 


CCO A CO 

oo31oo 


RTA22200021F.f.12.3.P.Seq i 


F 


: M00054759:28 


CH17COHLV 


131 / 


4f UbU2 


RTA22200024F. 1.03.1. P.Seq I 


F 


; M00055206.84 ICH17COHLV 1 


1318 


o39o62 


RTA22200003F.d. 14.1. P.Seq \ 


F 


! M00055609:612 


CH15CON 1 


4 *} A f\ 

1319 


C >1 >i "7*1 H 

1 b44721 


RTA22200004F.p. 13.1. P.Seq i 


F 


; M00055839:69 


CH15C0N j 


1320 


453202 




F 


i M00055390.48 !CH17COHLV^ 


1321 


554655 


^RTAgggOOOISF.e. 19.1. P.Seq i 


F 


M00057073:15 


CH16COP I 




C/I -1 QQQ 

o4i ytso 


RTA22200002F.C.20.1 .P.Seq I 


F 


M00055446:26 


""CH15CON j 


1323 


4o31 12 


RTA22200001F.f.24.1. P.Seq I 


F 


T M00042700:43 


CH15CON j 


A OO/I 

1324 


o50o94 


RTA22200020F.C.09.1. P.Seq I 


F 


M00054583.-65 


CH17COHLV 


132o 


£5/1 Q-1 AC 

b491Ub 


RTA22200004F.h.02.1. P.Seq ) 


F 


= M00055788:13 


CH15C0N 


4 OOC 

1 OZD 


o3oy a 0 


RTA22200002F.g.14.1. P.Seq \ 


F 


i M00055494:39 


CH15CON 1 


1 OZ/ 


o4yyi 1 


RTA22200024F.h. 16.1. P.Seq | 


F 


i M00055203^82j 


CHT7COH^1 


4 OOO 

132o_^ 


b4o/Y4 


^ J^TA2220^0^ j 


F 


jM00056909:511 


CHiecop^ 


1329 


o4y y 1 1 


RTA22200024F.g.03.1. P.Seq "\ 


F 


M000551 94:35 


CH17COHLV 


■1 O OA 

1 ooU 




RTA22200003F.a.1 0.1 .P.Seq ; 


F 


"! M00055572:212 


CHI SCON 


1331 


obU4oo 


_JRTA22200024F.I.03.1. P.Seq I 


F 


M00055231:410 1 


cmTcoPOTl 


LToo~. 


/ 000U0 


RTA22200016F.d.23.1. P.Seq i 


F_ _ 


' M0005T19l]l3] 


CH16COP~l 


1333 


f oZfiZ 


RTA22200014F.p.03.2.P.Seq i 


F 


; M00057029:16 


CH16C6PH 


\ 004 


4400OO 


RTA22200026F.T. 10.1 .P.Seq \ 


F 


x M00055479:72 


CH17COHLv1 


133o 


OOftOOyt 
ZZOOZh 


RTA22200024F.e. 17.1. P.Seq \ 


F 


M000551 82:37 * 


CH17COH^ 


A OOfi 


/1GO A*t R 


RTA22200013F.m. 14.1. P.Seq \ 


F 


M00056893:86 i 


CH16COP 


1 OO/ 


oouyyo 


RTA2220001 6 F.d. 20.1 .P.Seq j 


F 


" wr M000571 89:75 


CHtiscqp^ 


1 Ooo 


40/£414 


_RTA22200008F.d.2 1.1. P.Seq t 


F 


! M00056331:41 . 


CH15C0NJ 


i ooy 


izyooo 


RTA22200003F.a. 13.1 .P.Seq [ 


_F 


\ M00055572:63 


CH15C0N 


-i o>in 
1 34U 


>1 /I 7AQQ 

44 ( Uo9 


^TA22200001F.c.04.1. P.Seq { 


F 


M00042543:82 


" CH15C0N 


! 04 I 


^4 ( OOU 


RTA22200021F.C.07.2. P.Seq | 


F 


M00054732:53 


CH17COHLV^ 


io4Z 


CCfiO'l £5 
OOOzllO 


RTA22200021 F.I. 05.3. P.Seq i 


F 


I M00054823:87 


CH17C0HLV 


■1 0-40 
1 o4o 


4-O^OZO 


RTA22200003F.d.1 3.1 .P.Seq I 


F 


* M00055609:73 ' 


CH15CON 






RTA22200015F.L23.1. P.Seq 


F 


! M000571 03:89 


CH16C0P 


[ 13 IH] 




RTA22200004F.m. 05.1. P.Seq l 


F 


; M00055817.48J 


CH15C0N 


I 1346 


451636 


RTA22200018F.e.1 2.1. P.Seq I 


F ~" 


M00043300:81 1 1 


CH17COHLV! 




5078 


RTA22200024F.a.14.1. P.Seq I 


F 


! M00055M5J6T 1 


CH17COHLV! 


1348 


4031 1 1 


RTA22200002F.g.21.1. P.Seq ! 


F 


; M00055495:52 | CH15CON ! 




648959 , 


RTA22200002F.d.02.1. P.Seq j 


F 


\ M00055448:48 \ 


CH15C0N i 


1350 J 


38029T] 


RTA22200001F.b. 12.1 .P.Seq [ 


«... 


2^Xm00042537:85 1 


chTscon l 
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obU IU 


r*i 1 ICTCD 

OLUo 1 bK 


SEQ NAME I ORIENTATION 


I r*i hmc ir\ 
| LrLvJNt IU 


1 IDDADV 1 
LIBKAKY J 


Tool 


ooriorn 

ooUzyi 


KTA222000U1 r.C.09.1 .P.Seq \ 


r 


s K iif\f\r\A ~7' A O 




1oo2 


oonoQC 

zouyyo 


RTA22200020F.e. 24.1. P.Seq i 


F 


i MUUU04DU4.4y 


r*UA ~7C*r\ni \ f 
On! /L/VJnLvj 


H O CO 


002221 




F 


h h nr» co 7o • o c 


/->• 11 >i ~T(~^(~\\ \\ \ 1 

U n 1 / y^TlkYj 


1oo4 


4oUyo9 


RTA22200018F.T. 14.1 P.Seq i 


r* 

r 


\ MUUU400UD.Z ( 




1 ICC 

looo 


4oZOOO 


RTA222U0Ulor.d. 24.1 .P.Seq { 


r— 

r 


MUUU4Z0ZU.Dy 


f^UI A TfTM-JI \/l 

Onl / UUnLV j 


A ICC 

looo 


Kern ok 
otxn yo 


RTA22200020r.e. 19.1. P.Seq i 


r— 

r 


* !V1UUU04dUZ.o4 


Unl / OvJnLv ! 


1 OOf 




RTA22200018F.1. 10.1 .P.Seq \ 


r— 
r 


\ fVIUUU4o04y.ot> 


Uni / OvJnLV 1 


A ICQ 
(ODD 


CC'1 C4 yl 

OOl OT4 


RTA22200020F.h. 08.1 .P.Seq I 


r- 

r 


iviuuuD4ozy.Dy 




H QCO 


C/QQOQ 

o4yozy 


RTA22200020F.T.1 4.1 .P.Seq i 


F 


| M00054609:86 


*CH17COHLV| 


looU 


CC-l CH y| 

oo1o14 


RTA22200025F.f.12.1.P.Seg i 


F 


: M00055327:88 


CH17COHLVj 


1o6 1 


C O -1 /IOC 

oo14oo 


RTA22200025F.i.07.1 P.Seq 


F 


: M00055358:31 


CH17COHLV 


H OCO 

1362 


453846 


RTA22200025F.k.20.1 P.Seq 


F 


v M00055376:21 


l:H17COHLV 


OCO 

1363 


>" 69863 


RTA22200249F.j.23.1. P.Seq \ 


F 


! M00027699:42 


CH04MAL 


1364 


1727181 ~" 


JRT^20001 1 F.d.23. 1 .P.Seq I 


F 


; M00056555.69 


CH16COP" 1 


1365 


454050 


RTA22200011F.C.06.1. P.Seq ; 


F 


: M00056541:18 ( CH16COP 


1366 


725994 


RTA2220001 1 F.b.07.1 .P.Seq 


F 


i M00056534:41 1 


CH16C0P I 


1367 


1495 


RTA22200234FJ. 11.1 P.Seq : 


F 


M00022273:19 ■ CH03MAH 


1368 


5665 \ RTA22200233F.n.01,1 P.Seq ) 


F 


! M00021654:14 


CH03MAH 1 


1369 


5665 


RTA22200233F.m.24.1 P.Seq I 


F 


FM00021 654:14 


CH03MAH 


1370 


646146 


RTA2220001 OF.i.03.1 P.Seq 


F 


5 M00056421:612 


CH16COP 


1371 


8371 


RTA22200224F.e.18,1 P.Seq 


F 


!'"M00005000:88"" 


CH02COH 


_1372_ 


73812 


RTA22200250F.e.14.1 P.Seq = 


F 


M0002781 7:211 


CH04MAL \ 


1373 


4242 


RTA22200233F.k.20.1 P.Seq I 


F 


IM00021 620:61 6 


CH03MAH j 


_1374_j 


5482 


RTA22200225F.a.01 .1 P.Seq I 


F 


; M00005411:37^ 


CH02COH 1 


1375 


5474 


RTA22200224F.p. 13.1 P.Seq 


F 


M00005407:512 


CH02COH 


1376 


5448 


RTA22200225F. a. 13,1 P.Seq ! 


F 


■ M00b05413:63 


^CH02COH 


1377 


7607 


RTA22200225F .c. 1 0. 1 P .Seq 


F 


: M00005438:16 


CH02COH 1 


1378 


555928 


RTA2220001 0F.O.23. 1 P.Seq 


F 


I M00056514:71 


CH16CbP~1 


1379 


4046 


RTA22200224FJ.04.1 P.Seq 


..F.. ......... 


: M00005359:16 


CH02COH | 


1380 


554080 


RTA22200019F.f.02.1 P.Seq j 


F 


; M00043508:18 


CH17COHLV 


1381 


451092 


RTA22200018F.p.1 3.1 P.Seq \ 


F 


*M00043377j33j 


CH17COHLV^ 


1382 


551380 


RTA22200018F.p.22.1 P.Seq 


F 


iM00043381:510 


CH17COHLV^ 


1383 


546642 


RTA22200014F.O.20.1 P.Seq ( 




TM00057029:312 


CH16COP I 


1384 


„. ^ 


" RTA22260228F.c.06.l7P.Seq " 


F 


1 M00006789:111 ! CH02COH [ 


1385 


650773 


RTA22200005F.C.05.1 P.Seq 


F 


: M00055864:51 1 


CH15CON 1 


1386, 




RTA22200005F.d.20.1 P.Seq [ 


F 


*■ M00055874:26 


cm scon 


1387 


185718 


RTA22200242F.m.05.1 P.Seq 


F 


. M00027051:17 


CH04MAL 


A OOO 

1388 


5538 


RTA22200227F.k.23.1 P.Seq 


F 


| M00006712:62 


CH02COH 


1389 


7546 


RTA22200222F.e.06.1 P.Seq 


F 


= M00001 625:28 


CH01COH 


1390 


727789~"~ 


RTA22200014F.b.21.1. P.Seq ! 


F 


1 M00056939:68" 


CH16COP 


1391 


3837 ' 


RTA22200232F.m. 13.1 P.Seq ! 


F 


\ M000221 37:74 


CH03MAIT] 


1o92 


380477 


RTA22200007F.d.03.1 P.Seq i 


F 


M000561 62:46 


CH15CON 


H OOO 


3299 


RTA22200238F.a.22.1 P.Seq 


F 


:M00022861:210 


CH03MAH 


1394 


448853 


RTA22200009F.b.12.2P.Seq 


F 


: M00042463:69 


CH16COP 


one 

1395 


736701 


RTA2220001 2F.h.21 .1 P.Seq 


F 


^M00056723:410i 


CH16COP j 


1396 


7352961 


RTA22200013F.k.05.1 P.Seq ! 


F 


I M00056873:56 ! CH16COP I 


1397 


13666 


RTA22200241 F.f.02.1 P.Seq 


F 


, M00026893:11 = 


CH04MAL 


1398 


7327 12~H 


RTA2220001 3F.I.1 1 ,1 P.Seq 


F 


\ ^00056883:17^ 


CHiecoF^ 


"^399 ] 


3765 


RTA22200227F.O.19.1. P.Seq I 


F ™ 


| M00006755.14 f CH02OOHJ 


M400H 


185596 


RTA22200243FJ.05.1 P.Seq \ 




\ M000271 34:72 \ 


CH04MAL I 


1401 


1943 


RTA22200233F.e.19.1 P.Seq j 


F 


'* M00008065:25l 


CH03MMJ 


1402 ~" 


"448193 


RTA22200009F.d.18.2P.Seq | 


F 


: M00042764:24 - 


CH16COP 




1793 


RTA22200235F.d.08.1 P.Seq I 


F 


I M00022444:31 1 


CH03MAH 


[J^04_ 


2475 


RTA22200243F.C.22.1 P.Seq \ 


F 


; M00027096-.77 


CH04MAL 
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SEQ ID 



1405 



1406 



1407 



1408 



1409 
J 410 

j 4 Tl 

J412 

'1413" 
"~14J4" 

1415 L 
'1416 

1418 



CLUSTER 



SEQ NAME 



IpRJEfsiTATIONj ^LON£ID 



730866 



730389 



641884 



463487 



5156 



J28408^ 
73812 



RTA22200012F.c.23.1.P.Seg 



RTA2220001 3F.k.1 0.1 P.Seq 



RTA22200003F.m . 1 7. 1 P.Seq 



RTA2220001 4F.f.09.2P.Seq 



RTA22200225F.m.1 2.1 P.Seq : 



RTA22200012F.h. 05,1 P.Seq 



RTA22200242F.m .20.1 P.Seq \ 



F 

Y 
"F 

F 

F 

Y 
F 



M00056690^69 
M00056874:86 



LIBRARY | 
"CHJ6COP J 
CH16COP i 



M00055705:77 
M00^56961^28^ 
M0^00^5J[6^6' _ _ _ 
M0005671 8:72 J - CHI 6C0P " 



CHJSCON^ 
'"CHIiBCOP^ 
CH02COH 



M00027054:23 | CH04MAL 



736556^) F^[A^00(^^ 
75240" T^RTA22^ j" 
^ gYgj- r ^2200230^ 

J46404 MRTA2^^ 
646825 I RTA22200005F.m.1 7.1 P.SeqT 



734929 I RTA22200011F.L01.1 P.Seq 



1419 



1420 



648851 ) RTA22200007F.e.21.1 P.Seq 



640135 | RTA22200014F.o.14.2P,Seq 



1421 j 7443 j RTA22200234F.p.21.1 P.Seq 



1422 



1423 



1424 



1425 



1426 



1427 



1428 



1429 



1430 



1431 



1432 



1433. 
"1434 



1435 



1436 



1437 



1438 



J439^ 
1440 



1441 



1442 



1443 



1444 



1445 



1446 



1447 



J448^ 
1449 



1450 



1451 



1452 



1453 



J45£ 
1455 



1456 



1457 



1458 



454050±RTA22200007F.h.03A.P,Seq 



3765 ) RTA22200226F.I.1 1.1 P.Seq 



JF 
F 
F~ 
F 

Y 

"F 
F 

~F 

T 
"f" 
"f* 
T 



^^6683^29 j ^CHJ6COP^ 
CH^OHL 
^H02COH^ 
CH15CON 



MJ[0007^33 
M00j^0TO9^2 
M00056253:86T 



M00055951:32 



M00056592:47 



cm scon 



CH16COP 



M^56185^13 
M00057027:76 



CH15O0N 
CH16COP~ 



M00022411:712- 



M00056206:56 



CH03MAH 
"CH15CON* 



M00005766:610; CH02COH 



648320jRTA22200003F.p.03.1 P.Seq 



451269 \ RTA22200005F.g. 17.1 P.Seq 



535208 I RTA22200005F.h. 10.1 P.Seq 



728115 



5240 



909 



447697 



447737 



JR7^22002^3RdJ ZJP^Seq 
JRT^A222^ 
JRT[^2200C^^ 
^JRTA22200010£j^ ' 
735477 L R ^ 2 <^J^^ 
^JZZ£I L ^A222^ 
J646146 jjRT >^2200006Fja^^ \ 
RJ^20^^ 

RTA2220001 3F.h . 1 4TP^eqH 



F 
F 

K 

~F 



^00557^^0] 
M00055889^812j 
M00055896^1 1 
~M00056724:511 f 



chnscoN^j 

^HJSCOJN ! 
CH16COP 



M00006783:67 [ CH02COH i 



651100 



643931 



463487 



650097 



^554469^ 
476223 



8738 



403978 



185539 



451811 



140731 



734582 



RTA22200016F.h.08.1 P.Seq 



RTA2220001 0F.a.21 . 1 P.Seq T 



RTA22200231 F.c.1 0.1 P.Seq 



RTA22200008F.e.10.1 P.Seq 



RTA22200240F.f . 1 9. 1 P.Seq 



RTA22200001 F.p.04.1 P.Seq 



RTA222000 1 5F .n . 1 8 . 1 P .Seq 



RTA22200013F.c.12.1P.Seg 



558]^^ 

21669 J Rf A22200023F.j.14.1 P.Seq " 



470462 ! RTA22200006F.b.13.2P.Seq 



F 

JF" 
F 

F~ 

"f 
"f" 

F 
F 

IF 

JL 

F 
F 

Fj 

F l 
F 

Y 

F 



M000080^2 1 1 1 
M00042905:611 T 



CH03MAH^ 
CHI SCON 



M00055930:28 I CH15CON 



M00^^Jj612; CHJ6COP^ 
* M00056383:31 0 f CH16COP 



M00007110:63 | CH02COH 



M00055997:71 1 1 CH1 SCON 



M00055921 :21 1 i CH1 5CON 



Mq0056857^39 
M00057218:3f 



CHiecojp^ 

CH16COP 



M00056777:22 I CH16COP 



"CH^MAH^ 
^HIS^N^ 
CH04MAL 



M00007939:13 

''"M000^|4^32 
"M00023377.39 



M00054913:73 I CH15CON 



M0JI057133261 L c H16COP^ 
M000568 16:1 1 o"; ~CH1 6COP 



M00042565:83 



M^055766^83 
"M00055073:812 



M00056005.55 



3316 I RTA22200022F.L09.1 P.Seq 



J553728 j RTA22200021F.e.07.3P,Seq 



237288 j RTA222000^ 
1 114? I RTA22200226F.m.20.1 P.Seq* 



556421 j RTA22200022F.k.1 1.1 P.Seq 



448927 j RTA22200009F.g.08.1 P.Seq 



F 

„ 

T' 

Y 
ll 
Y 

F^ 
F 



M00054943:34 



r M00057^9:72 I CH16COP_ 
M00055538:8liT 'CH1 SCON 



CH15CON 



cmscoN 

CH17COHLV 



CH15CON 



CH17COHLV 



M00005782:21 0 ■ CH02COH 



M00054957:22 CH17COHLV 



^00056055:43 
M00042792-710I 



CH15CON 
CH16COP" 
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CLUSTER 


SEQ NAME IORIENTATION| CLONE ID 


LIBRARY 


1459 


379105 I 


RTA22200023F.O.09.1 P.Seq 


F 


| M00055121:37 


CH17COHLV! 


f460 ^ 


552614 ; 


RTA22200020F.m.20.1 P.Seq 


F 


| *M00054680:56 


CH17COHLV 


146 lJ 


470602 | 


RTA22200004F.I.04.1 P.Seq 


F 


\ M00055807:34 


ChTTsCONj 


1462 


557039^ 


RTA22200022F.O.03.1 P.Seq 


F 


\ M00054988:72 


CH17COHLyj 


1463 j 


549864 


RTA22200022F.k.06.1 P.Seq 


F 


\ M00054954333]] 


CH17COHLV) 


14g4 1 


449836 


RTA22200017F.a.23.1 P.Seq ) 


F 


iM00657301:812 


CH16COP 


1465 


554812 


RTA22200023F.m.06.1 P.Seq * 


F 


M00055094:89 


CH17COHLV 


1466 


3316 


RTA22200021F.I.17.3P.Seq \ 


F 


< M00054827:81 


CH17COHLV 


1467 


649852 ; 


RTA22200003F.I.09.1 P.Seq ] 
RTA22200001F.g.17.1 P.Seq j 


F 


:M00055689:712j 


CH15CON 


1468 


'4535921 


F 


\ M00042705:42 | 


CH15CON 


1469 


455096 I RTA22~200026F.g.02.1 P.Seq | 


""f 


I M00055482^1^ 


CH17COHLV 


1470 


446199 i 


RTA22200009F.n.08.1 P.Seq I 


F 


f M00042855^29J 


CH16COP 


1471 


558427 


RTA22200024F.m.1 1 .1 P.Seq 


F 


' M0005524^5v0 


CH17COHLV 


1472 


450255"* 


RTA22200021F.j.13.3P.Seq 1 


F 


; M00054810:82^ 


CH17COHLV 


1473 


452026 


RTA22200003F.1. 10.1. P.Seq | 


F 


7~M00055689:62 


CH15CON 


1474 


374971 


RTA22200024F.p.1 1.1 P.Seq 


F 


,M00055260:612 


CH17COHLV 


1475 


446404 


RTA22200003F.I.04.1 P.Seq 


F 


I M00055686:51 1 


'^chTscoFTJ 


1476 


~ 549591'"*' 


RTA22200025F D 19 2 P Sea I 


F 


I M0005540^k3f 


CH17COHLV 




640135 


RTA22200014F o 14 3 P Sea t 


F 


: M00057027i7(D 


CH16COP 


I 1 478 


! 646248 


RTA22200016F.k.06.1 P.Seq 


F 


; M00057239:7vT 


CH16COP 


: 1479 


639705^ 


RTA22200004F e 05 1 P Sea \ 


F 


\ M00055770:71 


chisconP 


[~ 1480 


: 483084 


RTA22200004F.m.03.1 P.Seq I 


F 


fM06055817:61 


CH15CON™ 1 


I 1481 


| 464029 


RTA22200026F.b.04.1 P.Seq 


F 


j M00055408:63 


^^^^ 


r 1482 428005 


RTA22200021 F.c.03.2P.Seq 


F 


: M00054731:312 


CH17COHLV 


1 '1483 r 91178 


RTA22200024F o 02 1 P Sea \ 


~ F 


M00055252:32 


CH17COHLVJ 


Pl484 


r 550571™ 


RTA22200024F k 21 1 P Sea t 


F 


M00055227:57 


CH17COHLV 


I 1485 


\ 735028 


RTA22200015F e 10 1 P Sea i 


F 


\ M00057070:28 


CH16COP 


, 1486 


\ 559409 


RTA22200021F.m.17.2P.Seq I 


F 


; M00054839:66 


CH17COHLV 


: 1487 


i 551172 ~" 


RTA22200021 F.m.09.2P.Seq 


F 


, M00054836:25 




! 1488 


f " 648872 : " 


RTA22200002F.g.23.1. P.Seq ) 


F 


; M00055496:69 


CHISCON^ 1 


! 1489™™ 


f~446404 


RTA22200001 F.l.03.1 P.Seq 


F 


: ~ M00042887:47 


CH15COfsP 


! 1490 


I 734063 


RTA22200016F.j.24.1 P.Seq 


F 


M00057237:211 




r 1491 


P 467991 


RTA22200008F.C.22.1 P.Seq 


F 


: M00056320:82 


CH15CON 


I 1492 


i 454050 


> RTA22200008F.d.06.1 P.Seq ) 


F 


M00056323:312 




I 1493 


1 734646 


; RTA22200015FJ.06.1 P.Seq 


F 


I M000571 04:68 


CH16COP 


■ 1494 


j 450192 


RTA22200018F.n. 06.1 P.Seq 


F 


I M00043361:45 


CH17COHLV 


1495 


I 403978 


I RTA22200018FJ.01.1 P.Seq 


F 


\ M00043304:35 


15RT7COHLV 


1496 


! 734209 


i RTA22200016F.C.1 6.1 P.Seq 


F 


\ M000571 74:36 


rcm6cbp 


1497 


\ 14805 


I RTA22200021F.o.12.2P.Seq . 


F 


M00054856:12 


lCKt7CbHL^ 


1498 


j 230995 


\ RTA22200020F.f.01.1 P.Seq ! 


F 


; M00054604:49 


CH17COHLV 


1499 


I 120049 


\ RTA22200020F.e.1 8.1 P.Seq 


F 


\ M00054601:58 


[CH17COHLV 


1500 


T 642142 


| RTA22200004F.f.1 6.1 P.Seq 


" f 


I M00055780:27 


CH15CONJ 


150T 


I ""403978" 


\ RTA22200018F.e.24.1 P.Seq < 


F 


: M00043304:35 


CH17COHLV 


1502~ 


[ 386543 


j RTA22200018F.g.02.1 P.Seq [ 


F 


, M00043309:87 


CH17COHLV 


1503" 


\ 379105 


- RTA22200018F.a.14.1 P.Seq j 


F 


M00042355:72 


ICH17COHLV 


1504 


450255 


RTA22200018F.C.16.1 P.Seq \ 


""f 


M00042455:41 1 


CH17COHLV 


1505 


r 730143 




F 


; M00056526:51 1 


CH16COP 


| 1506 


734209 


* RTA22200010F.m.02.1 P.Seq \ 


F 


: M00056496:11 


CH16COP 


| 1507 


i 401553 


rRT^2200010F.m.16.1 P.Seq ! 


F 


, M00056501.87 


rcm6^^ 


1508 


I 72979 


RTA22200019F.a.1 5.1 P.Seq | 


F 


! M00043388:39 


^CH17COHLV 


1509 


j 726307 


RTA2220001 0F.O.1 6.1 P.Seq 


F 


j M00056512:312 


CH16COP 


1510 


L230995 


^RTA22200019F.b.14.1 P.Seq 


F 


; M00043397.29 


CH17COHLV 


1511 


j 3524 


i RTA22200227F.f. 19.1. P.Seq ; 


F 


I M00006650:13 


J3CH02COH 


i 1512 


I 8112 


t~RTA22200237F.m. 13.1 P.Seq ; 


F 


I M00022823:43 


CH03MAH 
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[ORIENTATION | ^CLONE ID_ 

f ~—~f* ~~rMD0655868:69' 



LSEQIDJ 

J513 j 

M5J4J; 

r_isi5_i 

L 1516 J 
I "1517J 
P1518 \ 
Q1519^ 
\ 1520 

r 152T 

L'1522 
L 1523 
M524~ 

M521 

1 527 j 
r?528 
i 1529 Y 
L1530^J 
1531 T 
r 153T - *'' 
1533 
j'534^ 

1536 
1537 

J538T 

J540^ 
1541_ 

1^543^ 
T544_ 

J 5 iJL 

j646_ 
1547^ 
J548_ 
1549^ 
1550^ 

1 J 5 L 
1552 

J553_ 

1554^ 

1556 



CLUSTER 



5240 _ 
"447326 



SEQ NAME 



2676 _ 
"736701 



J736701 

83JJZ 
^J336 

185542" 



448046 ; 
""185422 *t 
650448 " 



5753 



J001^ 
1644 J 
4453_ 
"454152J 

1§91 3 
J3502' 
188 1 _ 
~"j471 

2622" 
~18546'£ 
"19205 
"185635] 
5289 



779 



779 



_5289^ 

456808 
^646620" 

546642~ 
^649732" 
_524<]H 

448046" 
JS50476_ 

379341 
^401849' 
"11452 *" 
"185417 



RTA222C^ 
^^200005Rc^ 

J^^220001^^ 
* RTA222000 1 4£JeL 11 .2 PJSeq 
RT^22^^ 
]RTA^0023^1^ 
RTy^200248F A05. 1 PjSecf 
RTA^^ 

RTA^2^4^|l^P.Seq_ 

RT/^2200^2F^01 .1 .P.Seq '" 

RTA22200237Rol8^^ 
JRT A22200^0F1^ P^eq 
RfA22200231 F.mJ91^^P^Seq 

RJA22^^ 

RT A22200248F11 

Rt^Z^ 

^Rf^22002^F^£^^Jl^eq ' 

RTA2220^38F^24. 1 J^Seq 
JRJA22^^ 
RT>^2^^^Rd22j^Se"q 
RTA22200007F.n.14.1 P.Seq 



LIBRARY 



CH03MAH 
"CH15CON"* 



F 

"E 

"F 
F 

T 

F 

„, 
F 

E 

JF 
F*" 

~f" 
J* 

F~ 

_ 

*"E 

~F 

"f 

F 



M000066S^ 
~M00056955:79~ 



CH02COH 
CH16COP 



M J292§§ 9 §51 79 

M0000692^ 
^00022470^1 

J^joqo2^ii3^ 

M000^51j69 
M00027034:4jj 

M00^^^66^ 
M00006737:1lT 



CH16COP 
"CH02COH" 

^CHO^AL^ 
CH16COP 



I CH04MAL 

l''™cm5^N[ 

T CH02COH 



M00001 340^51 | CH01COH 
J^000234^0^ 1 
^00022^6^73 1 CH03R^^ 

M00054646:2ll CH1 7COHLV : 



Mqp007991:71 ) 
M00006731:5lT 



CH03MAH 
CH02COH" 



M00027194:15 I CH04MAL 



M00022025:42 



F 

F* 

'?~ 

E 

JF 
F 

"F" 
F 



Oj04MAI^ 

_cho4jmalT 

M00027046:55 I CH04MAL 



M00027573^69 J 
"M(W027578:54jL 



M000271 71:27 



M00022559:49 I 
'M000229^51lV 
"M00022901^1j[^ 
M00022550^24 L 
M00056823?17 
M00056267:22T 



CH03MAH[ | 
CH^AHj ' 
CH03f^AH^ ; 
^HOa^'HJJ 
CH?6COP ; 

chTscon"' 



j4471 \ 

J2557 j 
J656 ""1 
^2327" J 
449026 



J557 
1558 
"1559" 



J30227 
65086T 
""530774 



1560_ 
"1561 
"1562*" 
1563" 
"1564" 
*1565" 
T566 



3^5341 
557906 
452531"' 



559057 



448046 
"553547^' 
4636 



RTA22200m3RdL^ 
^^220005^ 

RTA22200231 Fi^S/UP^eq 
'RT^22^009^ ' 

™RT^220001[^n^21M 

' Rf A222TO0^^q21J^Seq^ 

Rf^220^27Tj[^^ 
" RW^OOg^F^l^^P^^ 
" RT^jE^ 

RT^2200^28F^.111 P^Seq" 
WA22^^^7J1^1M " 

RTA2220024j^ 

RiA22200M9f£^ 
"RTA22200^^.031Pje^^^ 
^RT^^OOOOi^^ 

RtA2220000^^ 
~RT^2200^^ 

RT A2^0004Ra : 0 7. IRSaqf 

"Rf^22C^09F10^ 

F^^22000jt4F^^ 

RT A22200022F j .2Z 1 JP^Seq ' 

RT A22200231 F.a20.1 P.Seq 



F 
F 
F 
f 



_M00056823^25 
M00055?16^2£ 

W M00007953:89 
M000425lf:14^ 



CHM6COP 
^H15COr£ 
CH03MAH 
CH16COP"" 



F 

E 

"f 

F 

F" 



M00057272:84 '| CH16COP 



F 

F" 

"E 

> 

F 
F 

E 

F 

"F" 

E 

F 

"F" 



M00055726^412l 
J^000066lk211 

M00026^^ f 
JVI00021 9^8101 

M00006810:4lfr 



CH15CON J 
CH02CO^l 
JCHO^AL l 

CH02COH 1 



F 
F 



* M00006641:83 


CH02COH j 


^ M00026917:83 
r M00042867^F 


CH04MAL 
CH16COP 


r M00056896:610 


CH16COP 


M00056028:63 


CH15CON 


jM00055803:111 
"""^00056580:610: 
r M00055735:75 


^CH?5CO"N ; 
CH 16COP 


; M00042842:58 


CH16COPJ 


I M00054747:36 


6H17COHLVJ 


^ M00056951 :69 


CH16COP 


: M00054935:51 
M00007953:11 


r CHT7COH^ 
CH03MAHJ 
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Table 1 



CLUSTERL 



SEQ NAME 



455601 



172013 



552597 



J46531 
JS39352~ 
642604 



558534^ 
735477 



J40703 
643878" 



J557797 
557200" 



729531 



J734554 
418008' 



558614 
452245 



RT ^2200^6RJ^2P.Seq 
TRT^220^^ 

RTA22200008Ra^ 

RJ^22^^ 
2RTA22^0^^ 

RTA2^0001^ 

RTA^m^^ 

1*?A22^00^ 
RT>^22^^ 

RTA22200025RI.16.1 P.Seq 




CLONE ID 



M00056037:22 



M00055441:42 



M00056791:612 



M00056293:79 



M00055771:65 



M00056310:76 



M00055408:59 



F 
F 

I 
F 

F 

*F" 

Jl 
Y 

F 



M00057242:67 



M00057024^52 
^M000^06^3 
¥00055771:1 1T 



LIBRARY 



cm scon 



CH15CON 



CH16COP 



CH15CON 



CH15CON 



CH15CON 



CH17COHLV 



CH16COP 



CH16COP 



M00054727:510 



M00057091:512 



M00057024:88 



M00054601:810 



M00055227:89 
"M0005538f:59 



547916 



j449891_| RTA22200^^ 

RTA22200234F£i 4.1 P.Seq 



6162 



6162 



4809 



_3926 
185693 



RTA22200^^ 
^RTA22200242F.d.18.1 .P.Seq 



F 

f 

F 

Y 

F 



CHJ6COP^ 
ChHSCON 



CH17COHLV 



CH16COP 



CH16COP 



CH17COHLV 



CHJ7COHLVj 
CH17COHLVS 



M000^97^22 
M00056529:612 r 



CH17COHLV 



M00021628:21 1 
^00022234:45 



CHJ^COP^ 
CH03MAH 



CH03MAH 



J541683 

^0864 
460445~ 



RT^^C^^^ I 
J^SeqT 
P^Segl 



CH04MAL 



RT^^OOO^jrUej 
RTA22200226F.O.18.1 



F ( M00027532:32 

Z I jM0005^56:8li 
>" fM00005818:29~ 



CH15CON 



CH02COH 



447669 TRTA2220061 1 F.e.16.1 P.Seq 



M00056467.57 



227936 ] RTA22200016F.m.1 3.1 P.Seq 



F 



M00042728^57 
M00056561:48~ 



CHI^CON^ 
~CH15CON 



CH16COP 



M00057259:810! CH16COP 



Pl598 ~ 


639459" 


T RTA22200002F.I.20.1 P.Seq ! 


F 


1 M00055532:78~ 


CH15CON 


i 1599 


650195 


RTA22200004F.a.04.1 P.Seq 


F 


1 M00055734:85 


CH15CON 


; 1600 


734793 


! RTA22200016F.n.06.1 P.Seq 


~ F'~ 


~7M00057268:510 


CH16COP 


"i 1601 


540787 


\ RTA22200002F.m.1 0.1. P.Seq 


F 


i M00055536:56 


LCHiscorC 


1602 


400654 


\ RTA22200003F.n. 13.1 P.Seq 


F 


M00055718:65 


CH15CONJ 


1603 


731467 


; RTA22200016F.f. 21.1 P.Seq 


F 


M00057208:36 


CH16COP 


I 1604 


4045 


1 RTA22200232F.g.23.1 P.Seq 


F 


M00022052:18 


CH03MAH 


< 1605 


^447669 


! RTA22200011F.I.23.1 P.Seq 


F 


! M00056628:61 


CH16COP 


I 1606^ 


11351 


7 RtA22200230F.c.20.1 P.Seq f " 


F 


1 M000071 21:78 


CH02COH 




648931™ 


I RTA22200002F.1.1 6.1 P.Seq [ 


F 


! M00055530:27 


CH15CON 


f ~ 1 §WL. 


726786 


\ RTA22200016F.e.08.1 P.Seq l 


F 


\ M000571 92:72 


[^CH16COP 




4508 


! RTA22200226F.O.02.1 P.Seq 




i M0000581 0:710 


CH02COH 1 


| 1610 


415058 


\ RTA22200022F.h.07.1 P.Seq . 


F 


1 M00054937:23 


CH17COHLV 


•1611 


450633 
" 736955 


\ RTA22200006F.I.11.2.P.Seq 


F 


fM00056085:811 


CH15CON s 


i 1612 


' RTA22200014F.h.05.2P.Seq 


F 


! M00056973:28~ 


CH16COP ) 


! ~1615T 


729851 


! RTA22200013F.h. 15.1 P.Seq I 


F 


! M00056858:23 


CH16COPJ 


1614 " 


2512 


RTA22200235F.C.1 1.1 P.Seq } 


F 


iM00022430:410 


CH03MAH j 


r i6f5 


452704 


I RTA22200008F.f .21.1 P.Seq 


F 


| M00056456:61 


CH15CON 


i 1616 ^ 


4589 


: RTA22200230F.C.1 5.1 P.Seq ) 


F 


j M00007117:83i 


CH02COH l 


1617 ! 


4727 


[ RTA22200233F.e.1 6.1 P.Seq 


F 


\ M00008059:28j 


CH03MAH l 


1618 


454380 


! RTA22200014F.d.23.1 P.Seq 


F" 


\ M00056953:16 


CH16COP : 


\ 1619 


553912 


j RTA22200021F.j.04.3P.Seq { 


F 


I M00054808:47] 


CH17COHLV. 




450004~ 


I RTA22200012F.k.08.1 P.Seq I 


F 


! MOOO^^ 


CH16COP t 
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Table 1 



ISEQJD 



1621_ 
1622 



1623 



1624 



1625 



1626 



1627 



162*L 
T629 



1630^ 
1631 



1632 

T633~ 
1634™ 



1635 



_1636_ 
I T637 
Q638" 
i J 639" 
f 1640" 
T 164T 
T 1642' 



CLUSTER| 



SEQ NAME 



44851 1 



335 



561382 



3447 



639896 



J48193 \ RTA2^001^^20.1P.Seq 
^549591 J 'FTTA2^ 
~ ~RT/^^ 

JRJi^O^ 
J5J^2M^^ 
jRJA^M^^ 

RTA222^ 
557928" rRT^^ 

_4046 *''rRJA222^ 
JJ0882 ~ I R17^200241 F .b^JJJ>JSeq~ 
646283 "7 RtA22200007F;c.22. 1 P.Seq " 



J353 
303f 



ORIENTATION 

~ ~f 

ZZZ"f 

«. ~Z F 

ZZZf 
1 F 

ZZT 

F 
F 



I CLONEJ)_ 
/M00056715:34 



M0^054636^62 

M00055021:412 
M00056753:110 



M00055413:27 



M00006755d9 
M00056684^6lT 
M00026890:42 



LIBRARY 
C H 1 6CO P 



CH17COH^! 
CHJ7COHLV 
CH16CbP^ 



CH17COHLVI 
CH02COH "1 

'"CH16COP1 
CH04MAL ; 



646283 RTA22200002F.d.05.1 P.Seq 



139516 | RTA22200242F.e.1 6.1. P.Seq 



F 
F 

F I 
F 

F 

K 
f 

F 



M00006996^610, CH02COH 
'""M00054765^^ 
" M00022829:81 0 \ CH03MAH 



M00005655:68 I CH02COH 



M 99°2§9 6 ill?Ll CH Q4MAL 
M000561 61:74 r QH15CON^ 



M00055448:57 \ ^CH15£ON^ 
M000270dO:65T CH04MAL 



6184 | RTA22200230F.e.1 3.1. P.Seq 



6184 \ RTA22200228F.C.12.1. P.Seq 



454653 



3309 



1037 



450665 



J643 ; 726307^ 
J 644 J ^447669^ 
1645 F639651 

J646''r"73&^0T 
1647"553705~" 



RTA22200013F.e.1 7.1 .P.Seq 



RTA22200232F.C.1 1 A .P.Seq 



RTA22200248F.e.02.1 .P.Seq 



R]^2220^^^06.1 P.Seq 



RTA22200016F.b.16.1 P.Seq 



RTA2220000 1 F.b. 14.1 P.Seq 



^^22CW03FJbU5^P^Seq 
Rf A2220001 5F.b.1 1 .1 P.Seq 



J 648 L 4 §1?Z^ 
f 649 
1650" 



RTA22200025F.j.22.1 P.Seq 



RTA22200018FJ.20.1 P.Seq 



1651 



1652 
1653" 



1654 



1655^ 
1656 



1657 



JI658 
1659~ 



; 1660^ 
M661 



1662 



1663 



1664. 
1665 



J666 
1668 



204862^ 
530883 



JRT^2200006^ 
RTA2220001 1 F.o.17.1 P^Seq 



447539 I RTA22200001F.e.22.1 P.Seq 



j455096 

8336 
449142" 



418763 



17649 



2078 
640370 



449269 



639029 



448677 

349""' 



J47494 
551433 



j414739 
JB40525 
640525 



J 669 
1670 
1671 

"1672] 

'1673 

"1674 



233108 



643594 
_1642 

643804 
"449701 

185695 



RTA22^^ 

^R]j^222C^ 
RTA222000^^ ! 
RT>a22200^ 
RTA22200238F.b.23.1.P.Seq \ 

^TA2220000^ 
JIEA2^^ 

^J^^9999?^f9^^ Se l I 
^I^i999^L!^^^-^J 

RTA222000^^ 

j rta2^ 

I^f^ 2 *^^ 

Z RTA^ 
r RT^22200231F^ 

T^22200242F.c.21 .1 P.Seq 



F 

"?~ 
F" 

"f" 
"f" 

T' 

F 

"f 

"f 

„ 

L 

F 

F 
F 



M00007131:11 j CH02COH 
1/100056830:72 1 CH16COP~ 



jyi00Q2191h^ 
~M00027535^58" 
^00055491:78" 



CH03MAFL 

CH04MAL 

CH15CON 



^999^I19L91 2 L c t! 

M^042538^56 CH1J5CON[ 
M00055584^76 1 CHISCOT^ 
M00057049:76 T CH1 6COP 



M00055371 :61 



M00043336:58 



M00056058^84 
M00056652:64 



M00042575:41 



M00054680:21 1 



M000^470j71 
M00056041:34~ 



F 
F 
F 



M00055668:27 



M0M55454^75 
™M60022876:48 



M00022928:63 



MOO^^IO:^ 
M00055906:410 



F 
F 

"F" 

„ 

f 

F 

f 

F 
F 



M000561 14:36 



M00055088:59 



M00055454:81 1 



M0005481 6:411 



M00043508:31 



M00055543:35 



M00055543:35 



M00055560:212 



M00055687:61 



: M00007931:110 



„M 00055656^ 
M000567^31 1 
"M00026986:810 



CH17COHLV 



CH17COHLV 



CH15CON 



CH16COP 



CH15CON 



CH17COHLV 



CH03MAH i 
CH15CON 



CH15CON 



CHI^COjSL 
CH03MAH 



CH03MAH 



oHieoop^ 

CH15CON 



CH15CON 



CH17COHLV1 



CH15CON 



CH17COHLVj 



CH17COHLV! 



cm scon 



CH15CON 



CH15CON i 



CH15CON 



CH03MAH 



jCHJ^CON 
CJH16COi£l 
CH04MAL 1 
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Table 1 

| SEQ I D J CLUSTE R) 



SEQ NAME 



1675 
"1676' 



555830 
227936' 



RTA22200003F.k. 13.1 P.Seq 



1609 



1678 j 643938 



1679 
1680 
1681" 

[ J 683 
r_ 1 684 
' "1685 



J656 
16576 



9784 



2557 



J620 
1 43642" 
555103 



RTA222^^6F : g^9JP.Seq 

RT/^22Mj^^^ 
Rt A2220^^ 

^TA2^20^3Fjc. 1 J^FSeq" 
RT^22^28F.p.12^^Sjg 
RT^2200237F.o.1 5.1 P.Seq 
pTf^2^00^ 
RTA2220001 6F.I.08. 1 7P.Seq " 



ORIENTATION CLONE ID 



M00055679:17 



M00056505:47 



1686^ 
1687 

j J689 
fj696~ 
1691 



643341 i RTA22^0^F.gJ^P^eq 
18553T I R1^220C^48FJJ2J.P^eg3 
4045 ~ RTA22200224F.b.1 7.1 P.Seq 



400258_ 1 
"'96618 ! 



RTA^^ 

RTA22200248F.j.22.1 P.Seq"" 



646060 

""5665 



| 1693 

I 169£ L 

ri696^ 
M697_ 
I J698 
1699" 
I 1700 



"149265 
"727314" 1 



RTA2^0007J^.23JIP.Seq 
RT p^200232F.a.17.1 -PSeq^ 



736349^ 
"648931 
553881 



2889 



L 



1701 730670 



i 1702 
L1703 
f 1704 

! J 7 ^ 

l 17 9C 
1710 

I " 1712* 

fT 7 t?~ 

1 1716 
f "1717" 



560984 

^453708" 
48977" 



547916 
^547916™ 
^97507^ 

735966^ 
35" 

650195" 



i ?§? 705 

T" 185465 



1719^ 
1720^ 

_J721_ 

LJ 722 ~ 

| 1 723 

P"1724^ 

l'l725 

rT728"" 



; 378525^ 
II"2889 
)J557686'" 
^735786^ 
455145 
J^39667" 
\ 446913" 
; "402494" 



734256^ 
734256 



' L 559362 
r§3965r 
\ 419774 
L5553lS_* 
^ 449956 



[^A2^ f 
RfA2^^ 
RTA222<^ 

RTj^22C^^ t 
~ RT A22200235 F .£jl 4^2 . P JSeq t 

RTA^^^ 

RTA22200021^ ; 
RT " 

J^TA22^^ _ 
RTA22^0^3RpJJJ .F\Seq 1 
" FH7^22^^ 

~RJA222(^^ F 
J^TA222000^ . 1 1 .1 P .Seq"; 

Rfy^2200(^^ 
^RT/^2^ 

J*TA2220<^^ 

RT ^2200025F^ f 
JRT^^OO^ 

RTA2j22000^^ 

I 

" RT^^oooqiF£n^ ;"" 

LRT^^O^^ 

RTA22^C^^ 

FH7\222^^ 

RT^2200^^ 
IElA2^ 



F 

F 
F 

F 

> 

F' 
F' 
"f" 
"F 

F 

\ 

~P 
"F 

J" 
F 

"F 

~F 
'F 
F 

F 

F 

F 

Y 

F 

"F 

F I 

™F 

F 

"F 
F 
F 

F 

„™ 

"F 

\ 
"f 

F 

y 
i 

F 

'f" 

!f 
F I 

"F 



LIBRARY j 

JCHI02COHJ 
CI415CON | 
~CH02COFJ 

^HOfMATj 
^H02COHJ 

5H17O0HLVJ 
^jCH16COP i 

'CHI^ON^, 

^MOO0[2758823TT ICH^MAL \ 

M00056557:42 CH16COP \ 



M00O0565O^6 ; 
lM00055980:lio5" 

^moo6o¥^^ 
"j^qoo^36^2 r 

M00027g9ak28";' 

^M00022834^71 
'M00OT«65^" 

"M00055495:72" 



M00027581:51 I CH04MAL 



M00056291:71 ; 

M00026951:43 I 
™M00056714:86T 



CH15CON 
CH03MAH" 



CH04MAL 



M00056947:69 
M00056081:25 m 



J^HI^OP^ 
CH16COP 
CH15CON 



M00055703:79 

J^5£9^ 22 ^^ 
M00022571:411 



M00006917:15 



M0j0056793^ 
M00054851:53 



M00055425:35 



M00055259:64 



M00056459:37 



M00056459.37 



M00055 134:82 
M00056766:1 1 15 



M00056760:14 



M00055536:63 



M00055510:27 



M00056817.33 



M00057091:33 



M00006917:14 



M00055334:89 



Mb0055636:610 



M00055525.27 



M00042905.310 



M00056941:52 



M00057005:43 



M00056711:15 



F 

T 

F 

Y 

F 
F 



M000551 15:55 



M00055597:58 



M00056466:52 



M00055271 :35 



M00056359:111 



M000571 46:39 



JpHISCON^ 
CH03MAH 
^CH03MAH" 



CH02COH J 



CH16COP | 
CH17COHLV 



CH17COHLV 



CH17COHLV 



CH15CON 



CH15CON 



CJH17COHLV 
CH16COP" 



CH16COP 



CH15CON 



CH15CON 



CH16COP 



CH16COP 



CH02COH 



CH17COHLV! 



JCJH16COP 
CH15CON 



CH15CON 



cm scon 



CH16COP 



CH16COP 



CH16COP 



CH17COHLV 



CH15CON 



CH15CON 



CH17COHLV- 



CH16COP 



CH16COP 
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| SEQ ID J CLUSTER 

1730 I14465U™" 
1731 4568083 
447035_* 

"1733"™ 4 

"1734 I 446900 
1735 



SEQ NAME 



RTA^TO22^j\13^1P.Seq 
~RTA22200601 F.a.1 6.1 P.Seq 



| ORIENTATION) 



CLONE ID 



M00005491:812 



M00042527:47 



^TA22^2^01^.(^5J,P^Seq 
RTA22200003FJ.08.1 P.Seq 



1736 



504513 ; 
380477 7 



RTA22^0)^.jJ6J .F\Seq 
RT/^ 
RTA2^0000^£7^P.Seq 
RTA22200014F.j.09.1 PTSeq 



F 
F 

T' 

F 

F 



M00056512:59 



M00055635:510 



LIBRARY 



CH02COH 



CH15CON 



CH16COP 



CH15CON 



M^054^34^43 7 CH 1 7CO IjLV 
"1 CH16COP 



M00056993:26 



j 1737 j _1213 

M>39^£^8259'""' 
^740^1^552968" 
1741 650845 
M742 648594^ 
P 1743*" I 648594 



5753 
734256 1 



1744 ! 
1745T 

; J746_ r ' 

L 1 L 4 L f i4958£ 

1749 L 730670^ 

1750 1503ET" 
1751 394436^ 

1752 726810 

| 1753 352763T 

L1754 ; "3506 

L 1 755 726377] 

j"~1756 T5621 1 1 

1757 4044752 

1758 T'l3824 m 
! 1759"' f™" 
Cl760 
; 1761 



J>58222 
^834_ 
""453470 



J762^J_558JS82 \ 
1763 J„64171(ft 
'1764 64^2TJ 
1765J 559057 J 
1^6_f^551433 f 
1767 5729_1 
1 768 T 3527631" 
1 *769j]^5651 "1 
"1770 j 644032JT 
J77j F 185562 t 

!_1773 f 638870 

f J^74~"~ 
f 1775 



RTA22^0^RpJ[3jy^.Seq 
"RTA2220CQ22m 
JRT^22^^ 
RTA22Z^ 

F^/^2200010F.o.09.1P.Seq 

RTA222^ 

RTA22^^ 

m RTA2220^27IRf J3^1 P^Secf 

I RT A22200OT7f^ 

F[f^22^ 
" RTA2^00011^^ 
" RJ^?20^ 
JRT^^ 

I^A222C^^ 

RT ^^0^002^^12^ 

Rf^2^240Fll^ 
1 RTA^^^ 

RTA2^0^8^ 
^RfA22^q0j6^ 
^W22C^234fm^^ 

RJA2J^^ 
RTv^^<^(^^ 
"RTA222000^ 
RTA222000W " 
]RT^2200013F 1 k. 12.1. P.Seq'™ 



F 

T' 
F 
F 



M0002723J213 : CH04MAL_ 
M0M04093310' 
M00003922:83 "! 



CH01COH 



CH01COH 



M00043503^38 j 
M000565l1j812 
M06056977:73 1 



F 

T 



M00056977:73 



CH16COP^ 
J^'l6COP^ 
CH16COP 



F 
F 

I™ 
F 

F 

F 



F 

F 

"F 

F 

11 
F_ 

F 

J 

F l 
F 



F 

"*F" 

"f~ 
F 



!M00023331;111 


~ CH04MAL 


f M00006648:15 
I M00057005:43 


CH02COH 
CH16COP 


; M00056290:58 


^M^on] 


; M00054726:68 


CH17COHLV 1 


I M00056638:21 
tM00042544:6T0 


CH16COP 
" CH15CdN 


; M00055552:39 


chIsconP 


l > M00056592:33 


CH16COP 


j M00054949:17 


CKTTOOF^ 


; M000234 14:63 
; M000571 00^23^ 


CH04MAL 
CH16COP 


\ M00042460:17 


CH17COHLV 


{ M00056496:89 


CH16COP 


= M00022370:72 


CH03M^j 


; M00054502:41 


CH17COHLV 


M00005406:111 


CH02COH 


I M00042523:35 H 


CH15CON 



M0^57^^±CH 16COP_ 
M00057231:79 I CH16COP 



M00056874:71 ) CH16COP 



RT^22J)0^F^ 
RT;^^ 



RT^220^^flO1 
RTA2220001 2F.mT08. 1 



P^Seq 
P^Seg 
P.Seq 



RTA2220^^m^1 
RtA22200014F.d.03.2 



649719 \ 



X ^20 16 
J776 2889 

1777*T 
"1778'T 



P^Seq 

~ " kM1P.Seq 
d.09.1 P.Seq" 



1^^2J00012F. 
RTA22200026F 



RfA22200010F 



k.08.1 



P^Seq 
P.Seq 



i 1ZZ§ ! 

1781 



647135^ 

18283" I RT^22002^^ 
" RTA?220001^ 

RTA22200022F.h.q9Ll P.Seq 



732121 
532307 

6589^" 



1 T^J™, JS4678lj^ F^_ 



F i M00057270:89 
F ~ v M00055385:76 


CH16COP 
CH17COHLV 


F M00006819:25 


CH02COH 


F M00054931:19 


CH17COHLV 


F ( M00056757:63 


^CHieCOP 


F ! M00056756:15 


CH16COP 


F IM00023428:611 


CH04MAL 


F | M00056947:69 


CH16COP 


F M00056721:67^ 


CH16COP 


F * M00056739:48 


CH16COP 


F M00055420:74 


CH17COHLV 


F l M00007084^^ 


CH02COH 


F M00056480:110 


CH16COP 


F I M00005309^^ 


CH02COH * 


F 


CH16COP 


F M00054937:112 


CH17COHLV 3 


f i Moooossio^eTj 


CH02COH 


F i M00056363:26 


CH16COP 
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Table 1 



[ SEQJD 
i 1783 m 



1784 



1785 



CLUSTER 
450410 



643924 



SEQ NAME 



RTA22200002F.a.21 .1 P.Seq 



j453719 
j451 81 f 
453059" 



RT^MO^F.a^l P.Seq 
RTA^ 

RTA22200003F.b.22.1 PTSeq 




CLONE ID 



LIBRARY 



M0005472?£41 !CH17CO^ILy 
M00055426:86 fl^HISCON 



M00055681:72 I CH15CON 



M00055586:62 I CH15CON 



^ A 700 


A CO >1 d~7 


; K 1 AZdzUUUiil r.a.Ub.z.P.oeq I 


r 


\ M00054721.D1 1 


r~*LAA \ / 


| 1789 


CC O AC A 


i K 1 Az2zUUU2UKa.zU.1 .Koeq 1 


r~ 

r 


\ M 00054572. 31 


CH17COHLV 


1 790 


41 7467 


1 RTA22200025F.C.1 1 .1 P.Seq j 


F 


s M00055289:42 


CH17COHLV 


1 1791 


447850 


i RTA22200001F. a. 23.1. P.Seq } 


r" 

r 


' R/IAAA^OCOI.AO 

i M00042532:68 


CH15CON ; 


[ 1792 ' 

T'1793 


557948" 


i RTA22200024F.n.05.1 P.Seq \ 


F 


x M00055245:19 


y*x 1 1 A ~~7 III \ / 

CH17COHLV 


452685" 


OTAOOAAAAOOC U. *1 A A P3 ? 

% RTA22200022F.D. 14.1 P.Seq I 


F 


I M00054877:812 


CH17COnLV 


j 1794 


446964"" 


i RTA22200019F.e.05.1 P.Seqj_ 


F 


\ M00043504: 78 


^^7C0j^ 


f~T795 


r ™550318 " 


RTA22200021F.d.04.2P.Seq \ 


F 


i M00054741:310 


/*^ 1 1 J ^ S"\ III \ / 

CH17COHLV 


I 1796 


407077 


« RTA22200023F.p.13.1 P.Seq j 


p 


i M000551 34:23 


CH17COHLV 


: 1797 *" 


650864" 




F 


\ M00056282:44 


CH15CON 


r 1798 


644721 


RTA22200003F.p.1 6.1 P.Seq j 


F 






; 1799 


"485431 


Rf A22200013F.I.1 7.1. P.Seq j 


Jf_ 


M00056885:36 


CH16C0P 


' 1800 


651073 


r RTA22200007F.f.05.1 P.Seq I 




, M00056 186:62 


CH15CON . 


1 1801 


72581 1 


f RTA22200012F.O.17.1 P.Seq 


F 


i M00056776:49 


CH16COP f 


i 1802 


645139 


RTA22200005F.k.02.1 P.Seq 


F 




LjCH15CON_, 


I 1803 


185478 


RTA22200248F.J.05.1 P.Seq i 


Jf_" 


M00027578:65 


CH04MAL 


) 1804 j 1441 


RTA22200228F.j.04.2P.Seq 




! M00006859:44 


CH02COH ; 


I 1805 


640005 


RTA22200002F.i.16.1 P.Seq | 




s M00055511:59 


CH15CON \ 


f 1 806" ~ 


^728273^ 


RTA22200015F.h.04.1 P.Seq \ 




: M00057091:34 


CH16C0P ; 


I 1807 


185579 


HRTA22200242F.e.07.1 P.Seq I 


F 


; M00026996:16 


CH04MAL j 


| "1808" 


724473 


r RTA22200012F.f,23.1 P.Seq i 


F 


; M00056711:31 


CH16COP : 


f 1809 


559674 


_ RTA22200014F.h.06. 1 P.Seq 


F 


M00056974:64 


CH16COP i 


1810 
181 V 


456026 


RTA22200005F.CJ. 1 3. 1 P.Seq 


F 


M000558^53_ 


CH15C0N j 


549320 


^RTA22206b22F.a.02.1 P.Seq 




M00054867:37 


CH17COHLV 1 


r 181 2 


447338 


RTA22200001F.k.04.1 P.Seq i 


"F " 


i M00042746:29 


^CHISCON | 


r 1813 


560700 


RTA22200002F.b.09.1 P.Seq i 


F 


j M00055430:82 


CH15CON " 


1814 


3070 


RTA22200021F.g.19.3P.Seq i 


F 


1 M00054769:67 


CH17COHLV 


f 1815 


3070 


RTA22200002F.103.1 P.Seq j 


F 


M00055463:810 


CH15C0N 


I 1816 I 380477 


_^TA2220001 4F.j-09.2P.Seq 




j M00056993j26_ 


_jCHh!6O0P^ 


; 1817 j 735040 


_RTA2220001 5F.b.05.1 P.Seq 


_F_ 


I M00057047:32 


CH16COP 


! 1818 


378525 


RTA22200009Fj.16.2P.Seq i 


F 


I M00042826:33 


CH16C0P ; 


1819 


284586^ 


RTA22200009F.c.23.2.P.Seq [ 


F 


i M00042756:21 


CH16COP I 


■ "1820" 


"640276 


RTA22200014F.e.15.2P.Seq i 


F_ 


i M00056956:61 


CH16COP | 


1821 


3344 


RTA22200230F.J. 07.1 P.Seq j 


F 


w I MOOhO07178^^^ 


_CH02COH ; 


j 1822 


555830 


RTA22200005F.b.23.1 P.Seq \ 


F 


i M00055861:43 


CH15C0N ; 


f 1823 


726307 


RTA22200011F.I.1 0.1 P.Seq [ 


F 




_^H16C0P \ 


Tl824~~ 


416 


RTA2220001 1F.m.06.1 P.Seq i 


F 


i M00056631 :75 


CH16COP 


f 1825 5 


"2543 


RTA22200225F.O.10.1 P.Seq 


F ~ 


I M00005545:18 


CH02COH s 


f 1826 ' 


639352 


RTA22200001 F.n.09.1 P.Seq 


F 


M00042908:71 


CH15C0N ! 


I T827 ~ 


~ 453592 


RTA22200009F.L04,2P.Seq I 




; M00042842:31 


CH16COP ; 


i 1828 ; 


450633 


RTA22200006F.n.19.2P.Seq ; 




r M000561h07^^ 


CH15CON i 


1829 


448383 


RTA22200009F.I.15.2.P.Seq j 


F 


M00042844:312 


CH16C0P 1 


1830 


648719 


RTA22200008F.a.08.1 P.Seq \ 


F 


: M00056293^65j 


CH15CON , 


1831 


730655 


RTA22200012F.h.16.1 P.Seq . 


F 


! M00056722:71 


CH 16COP I 


1832 


141185 i 


RTA22200007F j.21 .2P.Seq f 


F *" 


= M00056228:17 


CH15CON I 


1833"^ 


640498 4 


RTA22200003F.m.07.1 P.Seq 


F 


\ M00055703:28 


CH15CON l 


| 1834 


9029 * 


RTA22200222F.I.08.1 P.Seq 


F 


M00004087:211 


CH01COH ; 


\ 1835 


559674 i 


RTA22200014F.h.06.2.P.Seq 


F 


f M00056974.64 


CH16COP : 


1836 


555734 j 


RTA22200021 F.n.09.2.P.Seq 


F 


; M00054844:66*1 


CH17COHLV! 
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Table 1 



| ORIENTATION | CLONEJD JLjLjBRARY | 

i f 

\ F_" 
F 
F 



SEQ ID CLUSTER 



SEQ NAME 



1837 



1838 



1839 



1841 



J842^ 
1843 



J844^ 
J845 
184<F 



1847 



J848 
1849™ 



1850 



1851 



J852L 
1853 



J85£ 
1855 



1856 



1857 



1858 



1859 



1860 



1861 



J862 
J863] 
1864 



1865 



1866 



1867 



1868 



J869^ 
1870 



JJ*Z1 

1872 



1943 



648320 



RT A22200004F.d.05.1 P.Seq 



MJ^057333:69 I _CHJ6COP 
M00055761:33T CH15CON~ 



J558098 ! RTA22200^^ 

J£8672 1 WtJ&22Q^ 

^456596 T RT/^220002^i : 19.1 P^Seg" 

j^2^j*^^ 

^50708 ^RT^^^ 

J^3y^JRJ^ 

J26927 i RT]^ 

J59pT2Ti' RT^200<^^ 

450004 | RT^^OO^ 
JB49732 '1 RT^2<^^ 
5539545" T^TA22200021 F.f.08.3.P.Seq 



MM055260M[5 j CH17^0HLV 
"M0d0557M:26T"CH15CON 



M00054926:61 I CH17COHLV 
M00056765:410l CH16COP " 



F 

JF" 
F 

"F" 

T 

F 



JM00g54^6^ 1 \ CH1 rcOHLV 

M000^^j41^"_CH16COFJ 
'M060561 49:21 F CH15CON I 



646309 



J.02727^ 
468736 



J>50422^ 
730533 



726307 



45031 1 



450940 



726786 



7634 



230995 



J74770^ 
_9275_ 
553860 



452010 



649560 



452704 



447594 



J555444 
736556" 



1873 



1874 



J3 7 A 

J876^ 
1877 



J878^ 
1879 



1880 



1881 



1882 



1883 



1884 



1885 



J88*L 
J887^ 

1888 



1889 



1890 



J5289 
732121' 



452567 



551634 



J>44099 
J72678ET 
638802 



RT^^OJD^ 
iRT^Z^^ 
RT A22^ 

' ffTA2220^^ 

RTAZ^^^ " 

RJA222^C^^ 

RTA22200015F.f.06.1. P.Seq 
" RTA^^ 
~RJA2^M£^^ 

RTA2l^^ 
'"^^22£^MSF^ y'.F\Seq ™ 

R?A^ I 

RT^22000£IF^ 
"'RTV=i22200^ 
2RTA22200008F^ 

f^A22200^^ T 

RTA2220^^ f 

RT^22000^ 
"~RT A222^^ f 

lRJ>*^c^^ r 

„RT^22000C^ T 
RTAZ^^ j" 



RTA22200012F.h.08.1. P.Seq 



646283 
8403" 



2224 



650053 



380477 



450867 I 



456764 



641373 



J>55882 
J44046" 
447250" 



456596 



2218 



RTA222^ 
Rp^^ 

~RTj^22j^^ ) 
RT>^j2^^ 
^RTA22200^ 

J55A2220O^^ T 

RTA222000^^1J J F^Se^ \ 
RJA22^^ T 
RTA22200^ 

RT/^22^2^ : a1 14/1 P^Seq T 
RTA2j^ 



F 
F 
F 

p r 

F 

"f 

" F I 

"F 

fJ 
"f_ 
f 
f" 
f 

F 
F 
F 

I 
F 

F 

F 

T~ 
"f" 

c 

F 
F 

Y" 

y 

F 



1MTOJC^6566^8T 

"M00056282:89 

''^0^7^86' 

"M000567^ 

"M^05K43^64 

w M00055243^7f 

'M00056141:4"5 



CH^5CON^ \ 
"CH16COF^1 
CH15CON 



CHI^OHLV 
CH16COP_ 

^J7COH^ 
CH17COHLVI 
CH 15CON 1 



M00056808^12^ CH16COP_ 
'"^000570^ 
M00055922:32 j CH15CON \ 



M000«7«:83 !_CH15CON m 
M00022420:83 \ *CH03MAH 



^0057196:64 j CH16COP 

^^9?Z^M CH04MAL 
^00055077:61 1 



M00042900j37 
"M000571 06:52" 



CH17COHLV 



CHJ5CON 
"CH16COF 



4 



M00056307^812| 
7M00056225^79^^ 

M00057130^8li 
' M00&7^jT3j 
r M^22533j56 

M £??i?Z?3L 13 

"M00055544:54" 



CH15CON 



CH15CON^ 
~CH16COP^ 
"CH16COP_ 
CH03^H^ 
^16COP^ 
""CH16COP^ 
^CH15CON 



M00O5666^3 
JVI0TO5^553^82 

M0002292§^ 

M^0807^33J CH03^H^ 

1^00056459^47 ^i* ™CH15CONL 

M00056437:87 FCHISCON 



CH16COP 

CH15CON] 

CH03MAH 



F 



M00043386:16 CH17COHLV 



M00055720:11 I CH15CON I 



F 

'F_ 
F 



M00055583:24 | CH15CON 



M0005581 8:510: CH15CON 



M00^302«12 f 
M00042760:37 1 



CHI^CONL 
CH16COP 



F 

"f" 



M00054995:310TCH 1 7COHLV 1 



M00005447:41 I CH02COH 
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SEQID 



JJL9± 
1892 



JI893^ 
J89£ 
1895 




1899 



1900 



1901 



1902 




1907 



1908 



1909 



J912^ 
1913 



J914 
1915" 



1916 



1918 



1919 



1920 



1921 



J922^ 
1923 



J924_ 
J925^ 

J927 
1928 



1929 



J930^ 
1931 



1932 



JI933^ 
1934 



1935 



1936 



1937 



J938^ 
J939^ 
1940 



1941 



J942^ 
1943 



1944 



CLUSTER 



SEQ NAME 



J46450 f RTA22^0001FJ^6JI^ 
640889^1/ RJA^^ 



| ORIENTATION) 



CLONE ID 



M00042718:33 



M00055691:57 



530/74 J JRTA22200^ 
J^62^ 
J2808 I RTA22j<^ 
i?§672T F?I^2200001^^ 
J>5^ 

732237 1 RTA22200014F.j.12.2P.Seq f 



J650773 I RTA22200001F^1^P^eq j 
56^ ' 
^6391^89 I RTA222000^F£^ 

_2012 RT^^TO248F£J03JP"Seq 
^64287^1 J^P^ 
449690 ! RT^Z^ 
j*^08Tl^ 

J2581T t ^R^2^2000JJ fJSilMZ-?^ ^ 



F 

T 

F 

F 

"f~ 

„ 

F 

"f" 
T 

y 

F 

"f" 

_ 
F 



M00055391:78 



LIBRARY 



CH15CON 



CH15CON 



CH17COHLV 



M00055519:87 ! CH15CON 



M00021649:512i 
~M00056324:42 



M00054798:61 



CH03MAH[ 
CH15CON 



CH15CON 



J^00054727^86 
1^0065547^55" 
M0b006719:87~ 



CH16COf^ 
CH15CC^N_ 
CHircOHLV 
JCHI^SCON^ 
CH02COH 



M00027524:21 1 ( CH04MAL_ 
"'M0C«M8^M 
^004282^4"™ 
"M00055804:63 



CH15CON[ 
CH16COP 



cm scon 



M0£056616]38 
M00021869:4T 



CH16COP 



CH03MAH 



^446537^ 
726281 



RTA22200001 F.c.05.1 P.Seq 



M0i^5780^78 
"M00042544:42" 



CH15CON^ 
CH15CON 



JJ28J>^ 
556082 



RTA^00010F^02JP 
RTA22200226F.n.1 7.1 P.Seq 



M00056484k72 \ 
M0d005802:8i0f 



Cm6COP^ 
CH02COH 



JRT^2200022F.p.1 1 .1 P.Seq 



JI7507 
535955 



RTA22200005F.a.21.1 P.Seq i 



728251 



J33849 
447574" 



RTA2^000^2RM2J ■ J^§®1 
~ RTV^22200^ 

'RTA2^^ 

RTA22200014F.k.20.2P.Seq 



F 
F 



MOOOT5005^81 1 S CHJT^COHLV 
' M00055851^71 1 "T CHI 5CON 
MOOOi^^ 

M00056595:37 V CH1 6COP ™ 



JF 



M00057085:13 ) CH16COP 



7607 



644032 



RTAgggOOgggFjJT^P^Seq 
™RTA22200010F.i.21 .1 P.Seq^ 



J^00i^002^25 
M00006976:45~ 



CH16COPJ 
CH02COH I 



454087 I RTA22200012F.f. 13.1 P.Seq 



412364 

535208" 



RTA22200007F.p.02.1 P.Seq 



JB44609_ 
J345073_ 

Ail 46 ! 

554188"" 



RTA22^0^ _ F 

" RT A22200002F.m.21 . 1 P.Seq] " F 



M00056425^3J CH16COP 
^CHJMSCOP^ 
JCHMSCON^ 
CH15CON 



M000567^9M5 
^M00056283^33" 
~MCK^534j81 " _ _ 

M00055542:66 T CHI 5C6nT 



647185 



F^A222^^ _ F^ 

RT^2^ F 

RTA2^^0MFJT^JP.Seq F 

l*TA22200005F.n.02.1 P*Seq F 



MqgOK830^710| 
2M0005671^26 

M00055821^12| 
f M00055958:62 | 



^HJSCON 
CH16COP" 



736679 I RTA22200012F.a.20.1 P.Seq 



M00056666:38 



J53547 
641524" 



649717 



RTA2220OT22FJXI2 
2RTA22200016F^ 
RTA2^0^ 



F 
F 
F 



M00054947:712 



M00057 170:83 



M00055633:12 



451041 
3483~ 



500959 



500959 



697 



RTA222^J8F^^ ; R^ 
Fn*A2220^ 

RT^2200^ 



JM^M^55^ 
M00005459:21 



736955 ! RTA22200013F.f. 22.1 P.Seq 



F 

T 

F 

"F" 




CH16COP 



CH17COHLV 



CH16COP 



CH15CON 



CHIT^O^HJ-V 
^CH02COH 



M00056323^10 CH15CON_ 
r M000563^ 

^00008020^33 CH03MAH m 
~" M00056840:89T CHI 6COP 



^54742^ \J<^^^Q^L^J^^ 
642973 7L^^20doT5F.n/1 4.1 P^Seq 



M0005581 1 :31 2 \ CH15CON 



J^37 L RTA2^ 



M00056304:71 1 



CH16COP 



CH15CON 



^467991 
650204" 



RTA22200002F j.1 1 .1 P.Seq 



640618 



RT/^^0004Fj^^ I F 



Mj00055^17^43 
M0005^5^3 
M00055840:46 



CHIJCON^ 

CH15CON 

CH15CON 
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SEQ ID 



CLUSTER 



1945 



452366 



1946 



640276 



SEQ NAME 



1948 



185432* 



^TA22200002Fj\05.1 P-Seq 



J949„ 
1950 



^455598 
649354 



1951 



4408 



1952 



452366 



P.Seg_ 
JP^SegL 
P.Seq 

P^Seq^ 
P.Seq 



TrTA2^00249F£^1 
RTA22200022F.m.06.1 



J^^220C^FjJ^ 
RTA22200006F.O.03.2 



| ORIENTATION) 

f " ' _F ""'"Ji" 

r™ £ 7 
"l 

\ 

jL 

JL 

F 



CLONE ID^ 
M0£05^l4:85 

M^0^711j65" 

X?005497^32 

M00O27ga^49 
M000561 10:49" 



1953 



1954 



727331 



1955 



644853 



1956 



1957 



1958 



452366 | RTj^200^^ 
^m]A222gO^ 

JO^220q0^Fl05TXP^eq^T" 
JRTjA^^^ 



554079 



556245 



557388 



J959 449468 J RTA22^ 

J1MII3^27 I RT A2220001 ^3Rb.q3J .PJSeq 
1962 H- 545532 ^ Rf A2226b015F.a.10.lTP.Seq 



1965 



1966 



1967 



1968 



1969 



1970 



1971 



1972 



J 973^ 
1974 



1975 



1979 



1980 



1981 



1982 



1983 



J984^ 
1985 



1988 



1989 



J99<L 
1991 



J993_ 
1994 



1995 



1996 



1963 558762_LRTA2^^ 
Jl^Xl? 0 ^!.., ! RTA22200020F.d.10.1.P.Seq m 



F 

~F~ 

jF 

f 

f" 

T 

jl 

F 

~L 
F 
F 



M£0042563f79 
r M000^6jl^9"' 
J^00^293^8"' 

Mq0055088:112 
M06056783:7lf 



LIBRARY 

CHIj^CON^ 

j:hi6cop^ 

LCH16COPJ 
- JCHO^AL i 

C c yi5co>iJ 

;'_CH15CON ; 
f CH15CC^Sl 
P'CH16COP 
1 1CH15CON 
f CH16COPJ 
''^f7COHLVj 
CH16COP" ! 



M00056752:51 



M0005512&5B 

"~M00056804:56 



M00057041:211 



M00054867.22 



M00054590:72 



452430 RT^22000^^ 

560803 ^ RIA222000^F^ 
447737 TjR]^2^^ 

P^Seq^ 
.P.Seq | 



F 

"f~ 



M00054862:27 



M00057 192:52 



f" 

F 
F 



M00056342:611 



M00054507:31 1 



M00055046:511 



f M0C^54863:73 
" r M00055283:65" 



373432 
779 



455327 



RT7\^ 

RTA22200015F.m.05.1 



J977 I j«532^Tj^T^220^^ 
1978~~ r J1043^ 



F 

"F 

F 
"f" 
> 



M^042453^51^ 
M00043350:89 



CH16COP 



CH16COP 



CH17COHLV 



CH17COHLV 



CH17COHLV 



CH16COP 



CH15CON 



CH17COHLV 



CH17COHLV 



^JTCOTLV 
CH17COHLV 



CH17COJHLV 
CH17COHLV 



M00027820:32 , CH04MAL \ 



CHI^COP^ 
^CH15CON_ 
CH17COHLV 
CH02COH 



552905 



^P^Secf 
JP^Seq^ 
P.Seq 



446900 



RTA22200001F.g.23.1. 



644190 



455327 



RT^^OO^ 
RTA22200021 F.c.18.2P.Seq 



422375 
422375 



.P^Seg^ 
P.Seq 



1^1^^530774 J RT^2200025^^22.2 
1 987 5541 Of f RT A2220001 2F.g.01 .? 



5268 MRTA^^ | 

P^egt 



642461 



JI9 

3837 



RTA22200003F.a.18.1. 



RTA^00^2F7d 
^2^200248^^1 3JP.Seg_ 

JRT/^^ 

734793 ' RTA22200012F.h.06.1PTSeq 



561382_ 
J408 

5686" 



F 

£ 

£ 

JL 
f' 

£ 

F 

"F 

~F 

F 
F 



M 0 005 7124^0 ; 
^00055806^12" 
M^TO5493^ 

" ^99^^ll^ 8 l 

^?55§5597^D CH16COP_ 
M00042711 £711 T ']CH 15CON[ 
M00055913:45"; CH15CON 



S M00054739:73 


CH17COHLV^ 


: M00054613:49 


CH17COHLV 


\ M000546 13:49 


CH17COHLV 


S M00055405:49 


CH17COHLV ] 



M00056715:71 I CH16COPJ 
M00055575:48T CH 1 5CON 



^007936^29 
"M00054899:71 



iCH17COHLV| 



M00027543:29 ; CH04MAL 



374609 



JJ?LJ3|0^0j™ RTA22200020F.n.1 1.1 P.Seq" 



F 

F 

F" 



JV!00^27^84 
M00056833£31 

M0qO56964:12T 
M00054684:812 



Cf^iyiAH J 
~CH16COP 1 

JpHlhSCOP^I 
CH16COP 1 
CH17COHLV; 
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SEQ ID 



1999 



2Q9SL 
2001 



2002 



2003 



2004 



2005 



2006 



2007 



2008^ 
"2009 



CLUSTER 



460445 



SEQ NAME 



RTA22200024F.C.23.1 P.Seq 



J>49041l^ l RTA22200020F.L01.1. P.Seq 
555276" ) RTA22200018F.g.13.1 P.Seq 



426895 



1833 



446450 



RTA2220001 5F.I.1 8.1 P.Seq 



RTA22200224F.f.16.1 P.Seq 



650517 



RT^2200^ 
" RTA22200007F .1 . 1 8.2 P.Seq 




CLONE ID 



M000551 62:66 



M00054636j23 
M00057120:512 



M00005293:46 



M00042805:56 



M00056248:19 



^54785 LRTA22200026Fi^^ 

RT^220^ 
446673 T RTA22200012F.a/l 8.1 P.Seq 



M00055479:312 



734685 



J013] 
2014 



JJ630 
" 2930" 
34424 
452052" 
"449356 



RTA222l^ T"" 



F 

f 



M00055508:53 



RTA22j?00228F : c. 1 3JP^eg^ 
RTy^^6q09F.j.14.2P.Seq ~ 



F 
F 

"f" 



M00056665^55 
""^00056986^ 
M00^27562^ 
M00006795:47 



M00042574:88 



2015 



2017 



2018 



J26225 \ RTA2^0010^04.1^P : Seq[ 
45?ZPS "PRT^^ ' 
J4785^ rRJA2220^ 



J^l^l^JJBI^^ 0001 8F.e.1 8.1 P.Seq 



F 

~f~ 

I 
f" 



M00042826:35 



M00056372:310 



M00054950:76 



M00055720:79 



M00043301:89 



2019 I 650337 I RTA22200008F.C.1 8.1 P.Seq 



2021 | 447250 i RTA22200014F.f.02.2P.Seq 



2022 



3837 



2023 640614 



RTA22200231 F.c.01 .1 P.Seq 



F 
F 

F 



M00056319:71 



M00054522:811 



LIBRARY 



CH17COHLV 



CH17COHI^ 
CHM7COHLV! 
CH16COP1 



CH02COH 



CH16COP 



CH15CON 



CH17COHLVI 



CH15CON 



jcmjscop 

_CH16COF 
^CH04MAL 
CH02COH 



chiscon^ 

CH15CON 



CH16COP 



CH17COHLV) 



CH15CON I 



CH17COHLV 



CH15CON 



CH17COHLV 



M00056960.35 I CH16COP 



M00007936:29 I CH03MAH 



RTA2220001 7F.e.22.1 P.Seq 



J?024 I 72953J[ ^TA2220^013Rg.24.1 P.Seq 



2025 I 729531 



2026 I 647952 



2027 446913 



RTA2220001 3F.h.01 .1 P.Seq 



RTA22200004F.J.07.1 P.Seq 



RTA22200004F. k. 19.1 P.Seq 



2028 



2675 



2029 643481 



2030 



1345 



RTA22200233F.a.20.1 P.Seq 



RTA22200012F.I.22.1 P.Seq 



2031 



26 



RTA22200231 F.a.03.1 P.Seq 



2032 



945 



RTA22200230FA02.1 P.Seq 



2038 



J310 
734094" 



2033|J491[69^! ^^^OqBF^O^P.Seqj 
2034 f 394 193_TrT A222^^ 
_ 2035 ~ 452212 i RTA22^00j^j^^ 
^2036 | SMISKrT^ 

F^TA22200^ 

RT^2200009m 
RTA222002£^^ 
RTA22200021 F.a.10.2P.Seq 



2039 



2040^ 
204^ 
2042 



2043 



2044 



2045 



2046 



2047 



2048 



2049 



2050 



2051 



2052 



F 

F 

T 

F 

"L 
I 

F^ 

L 

>' 

ll 

F^ 
"F 



M00057340:312 S CH1 6COP 



M^5685j^5fl 
M00055800:38T 



CH16COP 



cm scon 



M00055^i6:67 

^00^0^68] 

M0^ 

M00^0^262l5^ r 
MO^^ 

~M0005605&21 f 

M0M56pq^T 
M0O02M61M6J 
M00057241:24 f 



CH15CON 
CH03MAH 



JCH15DONL 
CH\6COP^ 

cIho^mah 

CH02COH 



646579 



J471 
J29M17F 
450323 



F 

"F" 

'V 



CH16COP^ 

c£l5£OfsL 
CH15CON 
CHITON] 
j^H03M^ 
jCHt6O0P 

« _ _ _ CH1 5 9P^1 

M00008098:8T T CH03MAH 



M00055498:89 



4652 



553316 



642604 | RTA22200016F.j.10.1 P.Seq 



553316 i RTA22200002F.L02.1 P.Seq 



4097 ] RTA22200249F.f.14.1 P.Seq 



J6818_ ! RI^200006F^^ 



^395341^^ 



^^43j^^2200^007F.o.20.1 P.Seq 



649143 \ RTA22200007F.O.18.1 P.Seq 



F^ 
"F 

Tl 

F 

_ 

F 
F 

T" 
Y 



= M000571 96:53 


CH16COP 


M0004281 4:211 


CH16COP 


M00026950:612 


CH04MAL 


\ M00054722:38 
f M00057233:67 


CH17COHLV 
CH16COP 


, M00055504:48 ^ 
T M00027652:73^ 
T M00056042:11 " 


CH15CON 
CH04MAL | 
CH15CON 


M00055161:111 


CH17COHLVj 


' M00056282:31 


CH15CON 


j M00056282:61 1 
M00056 1 84:6T 


CH15CON 

™CH15CON^ 
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447574 I RT^220QQ14F.k.20.1 P.Seq V 

J54893J 1 ^ - 
J3878 "j\ iRTA^ [ 
"4M238 1lRTA2220000^^ 
1870"~l RTA222002^ 

RT A22^^ P^qX 

RTA22200^FJ.13 AP^Seq '? 

JRLA2220000^ 
RTA222000f4Fj ; 22^ f 

J48193 1 RTA22200^^ 

JB50204 ; RTAZ^ 
J644240 J J^A222000H05^ 
552614 T RTA2^^ f 
"727331 RT A2220C^ "'~ 
J 85457 RTA222002^ 

j0£531^^ 
J643485 | RTA2^^ 

733669 j RfA22200013F.m.22.1 P.Seq f 



ORlENTATiON[ CLONE ID_ | LIBRARY 

T ~ j 'fJ^^^^T'cmp^^ 

~~ Ym00055744:68 "TCH15CON 



SEQ ID 



2053 



2054 



^2055^ 
J?056^ 
2057 



2058^ 
2059^ 
2060 
2061 



CLUSTER 



J>062 
2064 



J559259 

J»6T~ 
j453059™ 
236368 
453059™ 
549979" 



2065 ! 515631 



2066 



F 

JF~ 
F 

F 

"F 
F 

y 

F 



M 00007926^17 j 
'"M0004275^^r 
' *M0q02M1Jh71 f 
"M00055545:8T2t 



CH03MAH_ 
CH16COP j 
CH03MAH I 
CH15CON 



jyi£q05CT35^ 
i«0021626«£i 
M0q04254q^63 
W0056323:17~ 



CH15CON^ 
CTO3MAH_ 
^HISCON 
CH15CON 



CfHISCON 

1/100056996:1 12 f CH16COP 



M000561 53:41 i 



M00022236:12 I CH03MAH 



J067^ 
2068 



2069 
2070" 



J071 
2072T 
1>073 



2074 



^2075^ 
2076 



F 

~F~ 

'?' 

Y 

F 
F 

"F 

~F 



M00056368:64"T CH16COP 



M00055450:28 



M00055921:53 



M00054965:82 



M00q56532^76 
M00027220:212 



i M00054869:41 CH17COHLV 



CH15CON 



CH15CON 



CH17COHLV 



CH04MAL 



2077 



2078 



J2079^ 
2081 



2083 



2084 



2085 



2086 



2087 



J2088^ 
2089 



2090 



2091 



2092 



2093 



2094 



2095 



2096 



2097 



209§_ 
2099^ 
2100 



2104 



2105 



2106 



J52344 I RTA222000 ^Z^J9A£3 e S = 
J33602 J ' R 1^22000021^ < " 

j4541 55 J RTA2220q004^^ 
J549903 ^li"RT^2200013F^ f 
J51 5631 rRfA22200014F.j.22.1.P.Seq 
_6878 RTA22200^ 
_2977j f JRTA22200^^ \ 
^3823^11 RTA<^^ T 
~ 3070 I RTA2^00^^ T 
>28884^ rRTA222^ 

8166 j RTA222000^^ 
^^90 '^^rt^ f 

jre366^ 

728273 1 RTA2220001 1F.L07.1 P.Seq' 7 



F 

"F 

F 

F 

F 

F 

J" 

F 

F 



M00q560^13 w 
"M0005689^7 

M<to057Jj^7 t 
~M00055431:59l 



CH 1§£9!1 

"CH16COP_ 
CH16COP 



CHI^CONL 
^HISCON 
CHI 6COP 



jyioqo^o2^48_ 

^M0£056996Tl12l CH16COP_ 

""; lM0CW7983^ 
lM00056060:210'|' CH15CON I 



F 
F 

F 

"F 



M00q55405^77 1CH17COHLVI 
M0^(567^ 1 

CH16COP 5 



M^42469:84 ] 
M00056362:75 | 



M000571 17:711 
"'M0b056595:T2" 



CH16COP 
CH16COF 



406499 



557720 



732050 



450867 



650297 



448064 



452530 



FRTA2220qqq4£^^ 
~RTA2220^ 

RTA2^00015R^^ 
" RT A^200020F jj 8JP,Seq 

^i^^oqojieR^ 

RTA2220000^J^ 
"RTA22200018F.p.03.1 .P^Seq 
RW2200225F£^ 



733669 

11028 " j RTA22200228F.d . 1 3. 1 P.Seq 



_10 1 3_ : J5IA2220^ 
^f5265jjRT^ 



376600^ 
"643804 



454927 



446528 



JRT^220i^J2F^ 
RTA22200004F.p.14.1 P.Seq 



RTA22200026F.d.08.1 P.Seq 



RTA22200006Ri.06.2P.Seq 



I F j M00054954:61 


3417^HLV 


I F I M00057065:44 
l F \ M00054648:810 


CH16COP 
JCH17COHLV 


F j M000571 51:24 


iCH16COP 


F M00042781:16 


CH16COP 


F M00043374:26 


CH17COHLV! 


I F M00005515:84 


CH02COH 


\ F M00057165:512 


CH16COP 


I F ! M0000680fr39j 


CH02COH 


I F §M00042720:710 


CH15CON i 


F M00055496:39 


CH15CON 1 


f "^99£§^11}§22 


CH16COP ; 


\ F !M 000558^ 


CH15CON 


I F I M00055420:610 


CH17COHLV 


f F | M00056061:66 


CH15CON 
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bEC3 ID 


/si | IOTCD 


btU NAMt ) 


ADICMTATIAM 

UKIbN 1 A 1 IUN 


ULUlNb ID | 


1 IDDADV 1 

LlbKAKY J 


Z1 U/ 


ZZ 1o 


k I Azzzuuzzor.n.14.1 .r.beq ^ 


r 


nvi aaaacqaa-/i -i -i * 
iVIUUUUOouU.4n i 


OHUZOUrlj 
OHIoOUN J 




4t>ZYU4 


K I Azzzuuuu4r.a.ui .1 .r.beq i 


r 


r jiaaacctoo .74 h 1 


z iuy 


o4oyo 


K 1 AZZZUUUT4r.lTl.l o.Z.r .oeCj | 


r 


k jiaaac7a-i i ^ 
MUUUo/UI o.41 i 




21 10 


1 o/ozy 


R 1 AzZZ0UZ4Zr. C.I 1 .1 .r.beq \ 


r 


IVlUUUZbyo4.41U 1 


UnU4IVlAL 1 


Zll 1 


oaoa 

zyou 


K 1 AzZZUUZZyr.n.ZZ.l .r.beq \ 


n 
r 


ma a a acq a a. no > 

Muuuuoyyu.oz \ 


UHUzOUn j 


Z1 1Z 


/Uof 


Kl AzZZUUZoUKK.Uo.1 .r.beq i 


"""" C "* 

r 


MUUUU/ iy4.Z4 ! 


UHUZUUH 


2113^ 


559806 


RTA22200002F.i.04.1P.Seq x * 


F 


M00055505:110| 


CH15CON 




452076 " 1 


RTA22200004F.g.03.1.P.Seq I 


F 


M00055783:311 | 


CH15CON 


2115" 1 


454869 


RTA22200004F.e.14.1 P.Seq i 


F 


M00055771:44 I 


cm scon" 1 


2116 


559674 


RTA22200023F.j.05.1.P.Seq I 




M00055071:12 I 


CH17COHLV 1 


2117 


2235 


RTA22200232F.n.21.1P.Seq j 


F 


M00022149:31 f 


CH03MAHj 


2118 


7545 


RTA22200222F.k.06.1P.Seq { 


f~ 


M00004054:75^ 


CH01COH ; 


2119 




RTA22200016F.n.22.1 P.Seq \ 

DTAOoonnnn^c ^ nn a d i 


F ^ 

"""if " 1 


M00057272:11 ! 


CH16COP % 



RTA22200014F.C.15.1 P.Seq" 



F 



2J23_ 
]212£ 
2125 



2126 



2127 



2128 



2129 



2130 



2131 



2132 



2134 



2135 



2136 



2137 



2138 



2139 



2140 



2141 



2142 



2143 



2144 



2145 



2146 



2147 



2148 



2149 



2150 



2151 



2152 



JB5JH088J .z^JLP^B^ 
J06499 1 RTA2^^ 



55632^1RTA22200023F.L03.1 P.Seq 



~\ — 



644836 | RTA22200004FX1 3.1 P.Seq 



475203 



J2731£ 
552025 



F 

Jf 

I™ 
jf 

JEl 
JL 
JL 

JL 
"f" 

F 



M00055520j16 I CH^ONJ 
M00056945:2 W ~CI^ 

'CH1JCOPJ 
CH16COP" I 



M00056945:211 1 
M00057 136:61 ""' 



M00055827^12 
M00055797:48 



J549062 \ ^^2^^IIA^A^^ 



M000561 62:59 



454776 | RTA2220001 1F.d.07.1 P.Seq 



M00056551:62 



377579 RTA22200025F.f1 7.1 P.Seq 



RTA22200bl9F.k.13.1P.Seq™ 



M00055332^71^ 
W M0005702475 

M00056659:78" 



CH15C0N 
^7COH^/ 
" CH15CON 



CH15CON 



CH16C0P 



561382 S RTA22200004F.d.1 1.1 P.Seq 



732579 i RTA2220001 7F.a.22.1 P.Seq } 



167 | RTA22200012Fj5^^^ 



185585 \ RTA22200241F.I.21.1 P.Seq 



728131 \ RTA22200014F.o.08.2P.Seq 



475203 I RTA22200014F.m.07.2P.Seq; 



724616 i RTA22200011F.I.16.1P.Seg 



726594 I RTA22200015F.d.1 3.1 P.Seq 



645222 S RTA22200008F.a.1 6.1 P.Seq 



j^0036^_RT^ P.Seq 



J^6583^!JRTA22200009F.m.15.1 P.Seq 



475203 | RTA2220001 4F.m.07.1 P.Seq s 



550001 i RTA22200002F.e.03.1 P.Seq 



640703" f RTA22200002F.L1 9.1 P.Seq 



646583 



449468 



449468 



551628 



449468 




RTA22200007F.k.1 0.2P.Seq 



RTA22200014F.I.23.1P.Seq 



RTA22200016F.h.22.1 P.Seq 



JRJA22200001 F.l.16.1 P.Seq 



RTA22200014F.i.23.2P.Seq 



417259 ! RTA22200021F.L19.3P.Seq 



448029 
524363 
446531" 
561359 v 



RT^22JDM^ 
jn^??200024^^ 
JRTj^2200023l^^ 

RTA22200008F.a.1 1 .1 P.Seq 



F 

~E 

F" 

"E 
E 

F" 
F 

"r 

F 

E 

"V 

F 

""E 
E. 
E 
"E 
E 

"f~ 

'E 

F 



C^COHL^ 
CH16C0P^ 
JCH16COPJ 

^^^^^ ^H16C^ ; 
M00054523:1 10 ) CH17COHLVI 



M00055765:25 1 

iMoogsraoo^j 

M00056779:512*; 



CH15CON 
"CHM6COP m 
CH16COP 



M00026937:28 ! CH04MAL 



M00057024^75 
M00057011:43 



jCH^COP^ I 
^j6COPj 

jcmjecopj 

JCH16COP 1 
MOW5630p:1 5l CHI 5CON " ) 
M00055222:85lcH 1 7COHLV I 



MTO^0566^2:33"T 
M00057066:U] 



M0TO42850310! 
' M0005701^ 
~M00055454^17" 
T^M0555j^47; 
Mb0056236:71 ; CH15CON 



CH16COP 
CH16COF 

CH15CON 



M00057008:59 ; CH16COP 



M00057223:36 \ CH16COP 



M00042891:34 



M00057008^59 
M00054804:812 



M00042856:67 



M00055201:13 



711297 
650097™ 



1 M0^51M^2^ 
M00056295^67 

B T ^200007F.f^ F Mqq056190:72^ 

Rf A2220001 5F.g.20.1 P.Seq ! " " F T M00057088:32 



'"CH16COP^ 
CH17COHLV 



CH16COP 



CH17COHLV 



CH17COHLV 



CH15CON 



CH15CON 
"CH16COP" 
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SEQ ID 


CLUSTER 


SEQ NAME 1 ORIENTATIONl CLONE ID 


LIBRARY 


2161 


495715 


RTA22200021F.m.16.2.P.Seq i 


F 


i M00054839:22 


CH17C6hLV 


2162 


734685 


RTA22200014F.L1 7.1 P.Seq j_ 


F 


I M00056986:71 


^^jCHIiSCbP 


2163 


560515 


RTA22200023F.g. 10.1 P.Seq ! 


F 


: M00055054:32 


^ch^cohlv" 


2164 


3441 


RTA22200235FX18.2P.Seq ! 


F 


TM0b022537:3lf 


i CH03MAH 


2165 


729273 


RTA22200016F.L03.1 P.Seq j 


F 


^00057224:310 


r CH16C0P 


2166 


557039 


f RTA22200004F.g.15.1 P.Seq i 


F 


! M00055786:45 | CH15CON 1 


2167 


711297 


[^^^220001 5F.k.22.1.P.Seq [ 


F 


;M000571 14:210 


CH16COP 


2168 


71 1297 


RTA22200014F,g.08.2.P.Seq j 


F 


' M00056967:42 


CH16COP 


2169 


2860 


RTA22200012F.i.07.1 .P.Seql 


F 


; M00056726:75 


CH16COP 


2170 


558534 


RTA22200020F.1. 05.1. P.Seq , 


F 


. M00054665:51 1 


|^Hj7C0HLA/ 


2171 


71 1297 


RTA22200014F.g.08.1. P.Seq [ 


F "2 


! M00056967:42 


^3H16COP 


2172 


378457 


RTA22200025F.g.08.1 .P.Seq F 




! M00055338:87 ICH17COHLV 


2173 


646583 


RTA22200007F.n.04.1 P.Seq \ 


F 


' M00056263:31 


CH15CON1 


2174 


646583 


JRTA22200006F.p.06.2.P.Seq I 


F 


(M000561 28:210 


CH15CON 1 


2175 


_ 1 996 


RTA22200012F.m.23.1. P.Seq j 


F 


; M00056762:55 


CH16COP 


2176 


f 7962 


RTA22200235F.d.18.1P.Seq1 ^ 


F 


' f M00022452:27 


CH03MAH 


2177 


~ 645139 


^RTA222006l3F.n.18.1.PrSeq f" 


F 


;M00056902:812 


CH16COP ! 


2178 


449468 




F 


* M00043313:13 !CH17COHLVj 


^_2179_ 


9898 


JRTA22200238F.f.06.1. P.Seq \ 


F 


M00022902:810 


CH03MAH 


_2180_ 


406499 


RTA22200004F.L1 5.1 P.Seq f 


F 


~ T M00055797:57" 


CH15C^J 


2181 


1 257 


RTA22200230F.h.06.1. P.Seq P 


F 


j M000071 56:68 


CH02COH j 


2182 


549903 


RTA22200004F.g.12.1. P.Seq f 


F 


; M00055785:58 I CH15CON I 


2183 


557906 


RTA22200004F.j.22.1 P.Seq » 


F" 


* M00055803:48 


CH15CONJ 


_2184_ 


3538 


RTA22200222F.C.09.1 P.Seq \ 


F 


: M00001491.38 


"choicoFTI 


2185 


3114 


H RTA22200231F.n.12.1 P.Seq \ 


F 


^M00007994:311J 


CH03MAH 1 


L2186_ 


L 426895^ 


RTA22200018F.L24.1. P.Seq \ 


F 


: M00043352:25 


CH17COHLVI 


2187 


923 


RTA22200015F.C.15.1 P.Seq I 


F 




CH16COPI 


2188 


645194 


RTA22200007F.h. 17.1 P.Seq l 


F 




CH15CONI 


2189 


550161 


nRTA22200014F.a.06.1 P.Seq I 


F 


. M00056921:37 


CH16COP 


2190 


650119 


RTA22200005F.d.21.1 P.Seq \ 


F 


; M00055874:43 


CH15CON 


2191 


642142™^ 


RTA22200016F.g.21.1 P.Seq I 


F 


; M00057217:27 


CH16COP 


2192 


419255 


RTA22200004F.I.20.1 P.Seq \ 


F 


" TM00055814:411" 


CH15CON 


2193 


552905 


" RTA22200019F.J.20.1 P.Seq \ 


F 


S M00054518:43 


CH17COHLV 


2194 


511997 


RTA22200005F . b.22. 1 P.Seq 


F 


; M00055860:1§" 


CH15CON 


2195 


551434 


RTA22200003F.m.02.1 P.Seq i 


F 


7 M0005570 1:41*0 


CH15CON 


2196 


727447 


RTA22200012F.m.1 8.1 P.Seq ) 


F 


f M00056759:73 


OH16COP 


2197 


378786J 


RTA22200025F.o.11.2P.Seq ; 


F 


M00055396:77 ;CH17COHLV 


2198 


649152 


RTA22200006F.p.11.2P.Seq I 


" F 


SM000561 31:312! CHISCOTsTj 


_2199 


18853 




F 


I M00055T34^3l^CH17COHLV 


2200 


643481 I 


RTA22200005F.f.05.1 P.Seq V 

■™~-*-~-™~-"™™"™™^-~*™ — — — — — - — - — — ~ 


F 


: M00055884:510l 


"chisooFP 


2201 


644417 


RTA22200004F.p.08.1 P.Seq ^ 


F 


~ TM00055838:71 1 2 ; 


CH15CON 1 


_2202_j 


_ 726788^ 


RTA22200011F.L 17.1 P.Seq I 


F 


; M00056597:32 ! 


CH16COPJ 


2203 


206 


RTA22200248F.m.13.1 P.Seq L 


F 


I M00027594:33 " 


CH04MAL i 


2204 


395930 


RTA22200011F.C.20.1 P.Seq \ 


F 


:M00056548:311j 


CH16COP I 


2205 


185589 


RTA22200244F.a.1 5.1 P.Seq { 


F 


M000271 68:810 \ 


CH04MAL ; 


2206 


1441 


RTA22200225FX1 5.1 P.Seq j 


F 


\ M00005485:25 ( 


CH02COH * 


_2207_ 


_14522_ 


RTA22200241 F.h.1 9.1 P.Seq 


F 


I M00026909:73 \ 


CH04MAL \ 


2208 


203605 


RTA2220001 3F.n.02.1P.Seq'2I 


F 


T"M00056896:65 ; 


CH16COP ; 


*209 J 


551527 j 


RTA22200019F.g.1 5.1 P.Seq ; 


F 


\ M00054496591 


CH17COHLV- 


1—2210 


4509 


RTA22200225F.m.07.1 P.Seq j 


F 


" r 'M00005514:16"| 


*CH02COhJ 




447737 j 


RTA22200001F.g.1 2.1 P.Seq \ 


"f 


[1/100042704:69 ) 


CH15CON ! 


p22l2 


447388 


RTA22200004F.k.08.1 P.Seq j 




M00055804:61 \ 


CH15CON 


"^2213 


451932 1 


RTA22200002F.C.24.1 P.Seq ! 


F 


1 M00055447:84 f 


CH15COTT 1 


2214 1 


559043 


RTA22200025F.C.20.1 P.Seq \ 


F 


M00055294:44jCH17COHLV 
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.SEQjD 


CLUSTER 


SEQ NAME 


ORIENTATION | CLONE ID 


LIBRARY 


2215 


380634 


RTA22200021F.n.06.2.P.Seq j F 


i M00054842:311 


CH17COHLV 


2216 


[495715 


JRTA22200018F.p.18.1P.Seq 


I F 


! M00043379.37 


CH17COHLV 


2217 


^^451932 


^RTA22200002F.d.01 .1 .P.Seq 


F 


I M00055447:84 


CH15CON 


2218 


447939 


RTA22200002F.d. 12.1 P.Seq 


| F 


T M00055450:79 


_CH15CON 


2219 


1181 


RTA22200250F.C.03.1 P.Seq 


! F 




CH04MAL 


2220 


376600 


nRTA22200017F.a.66.l"P.Seq 


F 


" r M00057288^58~ 


CH16COP 


2221 


234761 


i HRTA222M001Fj.10.1 P.Seq 


F 


! M00042739:41 


CH15CON 


2222 


644417 


nRTA22200014F.d.20.1 P.Seq 


F 


I M00056952:16 


CH16COP 


2223™ 1 


639048 


r RT^200004F.c.05.1 P.Seq 


I F 


I M00055749:811 


CH15CON 


,2224 


11452 


RTA22200226F .d . 1 6 . 1 P .Seq 


i F 


| M00005628:310 


CH02COH 


2225 H 


452076 


RTA2220000 1 F.c. 1 7 . 1 P.Seq 


F 


_j M00042551:49 


p™™™™*. — ^ ., — ■, 

jCIN15COlSL^ 


2226 


644523 


RTA22200005F.C.07.1 P.Seq 


F 


I M00055864:82 


_CH15CON " 


^_2227 


554678 ^ 


RTA22200021 F.h.1 1 .3P.Seq 


r f 




CHtT^HL^ 


_2228_j 


3550 


RTA22200236F.k^1 6.1 P.Seq 




_ T^ Q Q 0 22656:5li 


CH03MAHJ 


r™2229 


450311 


RTA22200007F.d. 12.1 P.Seq 


! F 


\ M000561 67:28 


CH15CON : 




i 

647280 


" RTA22200005F.O. 13.1 P.Seq 


\ F 


j M00055976;61 


CH15CON 


2231 


548858 


^RTA22200026F.f . 1 8. 1 P.Seq 


I F 


| M00055480:810 


CH17COHLV 


l2232_ 


j_4204 


JRTA22200225F.p.22.1 P.Seq 


r'~ f 


; M00005568:29 


CH02COH 


2233 


540690 


^RTA2220001 1F.f.1 9.1 P.Seq 


I F 


I M0005657^17^ 


CH16COP 


2234 


404774 


u RTA22200009F.k.06.2P.Seq 


i F 


i M00042833:71 


CH16COP 


^2235 


,557823 


RTA22200023F.h.01 .1 P.Seq 


t F 


I 1^00055057:63^ 


^HIIJCOHLVJ 


r|2|6_ 


1458 


RTA22200242F.g.04.1 P.Seq 


! F 


' "~ T M00027014:74 ' 


CH04MAL 


L2237^ 


485431 


RTA22200020F.e.01 .1 P.Seq 


F 


! M00054595:89 


CH17COHLV! 


2238 


2245 


RTA22200229F.I.1 1 .1 P.Seq 


| F 


I M00007032:69 


^ CH02COH 


r™2239 } 


3242 


RTA22200226F.p.09.1 P.Seq 


I F 


!M00005826:710 


CH02COH 


l 2240^ 


□$48747 


" RTA22200007F.m.1 2.1 P.Seq 


F 


i M00056254:82 


CH15CON* i 




3805 


RTA22200222F.C.01 .1 P.Seq 


i f 


I M0000 1470:71 


CH01COH 


2242 j 


475203 


HRffA^ 


I F 


\ M00056688:65 


CH16COP 


(2243 


[I 12018 


[™RT^2200240F.h.1 1 .1 P.Seq 


I F 


; M00023399:38 


CH04MAL 


^244_ 


l ~ 475203 

— « — — — — ■■ 


»RTA222000^^ 


I F 


I M00042818:512 


CH16COP 


2245 


1 3805 


RTA22200222F.b.24.1 P.Seq 


i f 


! M00001 470:71 


CH01COH 






[jRTA2220001 8F.e.23. 1 P.Seq 


| F 


! M00043304:41 


CH17COHLV 


2247 


650600 


JRTA22200005F.m.01 .1 P.Seq 


I F 


,M00055941:212 


CH15CON ! 


2248 


650749 


RTA22200004F.g. 10.1 P.Seq 


i F 


I M00055785:63^ 


CH15CON j 


2249 ~" 


223148 


JRTA22200023F.n.05.1 P.Seq 


L F 


I M000551 06:47 


CH17COHLV ; 


2250 


449 


^T^2200018F.m.12.1 P.Seq 


I F 


; M00043355.81 1JCH17COHLV; 


2251 ~ 


735620™" 


RTA22200013F.g.07.1 P.Seq 


I F 


I M00056843:89 


CH16COP l 


^2252 1 


650600 1 


RTA22200005F.I.24.1 P.Seq 


I F 


I M 00055941^ 


CH15CON ! 


^^2253 


218 


RTA22200021 F.m.03.2.P.Seq 


i F 


I M00054832:59 |CH17COHLV^ 


r2254^ 


4161 


[ RTA22200222F.d.07.1 P.Seq 


\ F 


* M00001 561:71 


CH01COH 1 


_2255_ 


373202 


RTA22200025F.T.01 .1 P.Seq 


I F 


: 1^100055322:51^ 


CH17COHLV; 


u 2256_j 


724339 


RTA22200010F.I.1 4.1 P.Seq 


) F 


I M00056490:52 


CH16COP 1 


2257 


113291 


RTA22200007Rp.17.1 P.Seq 


i F 


T ~M00056290:65 


CH15CON™ 1 


2258 


736753 


RTA22200016F.f.22.1 P.Seq 


r f 


I M00057208:48 


CH16COP 


i2259j 


650600 


RTA22200003F.m. 18.1 P.Seq 


I F 


! M00055706:11 


cm scon ; 


2260 


451569 


RTA22200013F.I.03.1. P.Seq 


I F 


! M00056879:12 


CH16COP - 


_2261_ 


1297 


RTA22200233F.n.06. 1 P.Seq 


i F 


i M00021 655:82 


CH03MAH 


2262 


3680 


RTA22200241F.h.12.1P.Seq 


f F 


M00026906:310 


CH04MAL } 


2263 


63602 


RTA22200005F.g.1 1 .1 P.Seq 


| F 


I M00055888:25 


CH15CON 1 




2757 


RTA22200238F.I.07.1 P.Seq 


I F 


I M00022973:77 


CH03MAH \ 


2265 


373128 


RTA22200020F.a.1 1 .1 P.Seq 


! F - 


M00054569:87 


CH17COHLVI 


2266 


641479 


RTA2220001 4F.I.1 6.2.P.Seq 


F 


T ¥00057007:212 


CH16COPJ 




450380 


RTA2220001 5F.b. 1 2 . 1 P.Seq 


j F 


I M00057049:85 


CH16COP . 


[^2268 


133512 


RTA22200024F.L12.1 P.Seq 


r ' f 


I M00055209:18 


CH17COHLV] 
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ORIENTATION) CLONE ID ] LIBRARY 

~" F rM60056802:8ll7CH16C^ 

T CH16COP 



SEQip 
2269 



J2270 
227l[ 

2273~ 



CLUSTER 



SEQ NAME 



447211 ! RTA22200006F.b.19.2P.Seq 



645222 I RTA22^001^.2^4J^Seq 
J345222 " f Rf A2220]^^ 
17372 7 RTA222000Q2FI22.1 P.Seq 



F 

T 



1^00^802^81 

1/10005551 3:46™ I CH1 5CON 



2276 



j451619 I RTA22^00^^JTi.2^P.Seq 

j " RTA222^^ I 
500630 TRTA22200013F.j. 19.1. P.Seq 1 



F 
F 



M00055388:88 :CH17COHLV 



M00022995.-52 CH03MAH 



2277 I 3101 [RTA22200225F.n.05.1 P.Seq 



J? 2 §£JZJ^ 

2282j^650600 j RTA22200008F.e.04.1PTSeq 



F _ i jyi00066268^24 

IT ^''JJ^^^72^ 

F MOOOj05530:1_7 
F *M0005B751:4r 

"M00^721k66 
~M000~57163:21~ 



2283 



3101 



2284 554469 



2285 T^MPIII J?Ii!^^ 



2286 



2287 



2288 



2289 



2290 



2291 



J2292_ 
2293 



2294 



400^^ 



M00056338:210I CH15CON 



CHI^ONL 
CH02COH^ 

cm^cbj^ 

CH16COP^ 
j ^CHIJCON^ 
f CH16COP 

r 



M00005710:41 I CH02COH 



M00055721:66 j CH15CON 



555051 L^TA2220^^ F 



M00022667:35 
"M00056466:7"l'i' 



CH03MAH 
CH15CON 



J85400 f?I^^^ 



3059 | RTA22200233F.g.05.1 P.Seq 



64T185j^ 



^00055522:57 1 CH15CON 



M00008075:112 CH03MAH 



M00055747:49 I CH15CON 



1669 J RTA22200237F,p.1 9.1 P.Seq 



i M00022853.31 1 CH03MAH 



_7158 ^^T^2200232FJ^^ 
496132 | RTA22200~005F.d.06.1 P.Seq 



378623 ! RTA22200024F.k.20.1 P.Seq 



J295_ 
2296 



2297 



2298 



2299 



J257^^ 

648499 \ RTA22200012F.d.21.1 P.Seq" 



185627 I RTA22200242F.k.21.1 P.Seq 



640005 i RTA22200008F.C.1 5.1 P.Seq 



J>53462 M 



2303. 
^30£ 

«?30? 
2306 



2307 



2308 



2309 



2310 

_2312T 
j!3jf3 
2314 



422375 j RT^2200^8^^4^P.Seq ; 

~ 2737 TRTA^ 

" 3438~ 1 ^A22200225Fjg^ 

T3J§3^ ~ 
648966" ^ j?™2^^ 
"724339 1 RTA22200013F.m. 10.1 P.Seq 



F 
F 

F 

?" 

T" 

T' 

F 

F 



* M000221 29:512! CH03MAH 



M00055871;76| JCH15CON 
M00055227f52 |CH17COHLV 



MMj0^9^12i CH16COIP 
M00027042:7ll I CH04MAL " 



1^10005631^2^ LPt!1552!lJ 
M00055470:71" T 15H1 5CON 



F 

'F 
F 

JF" 

F 

F 



M00043296:210 



M00006745:42 



M^0^03fk7X 
"M00005548:12 



CH17COHLV1 



CH02COH 



CH17COHLVi 
CH62COFT1 



M00006885:711 ! CH02COH 



M00005546:72 \ CH02COH 



451569 



554109^ 
380339 



729903 



RTA22200018F.I.1 7.1 P.Seq 




RTA22200007F.d.17.1 P.Seq 



RTA22200006F.h.10.2P.Seq 



RTA22200014F.g.06.1 P.Seq 



2315^ 
"2316 



2317 



2318 



2319 



2320 



2321 



2322 



454653 \ RT^2200019F.d.21.1P.Seq^ 



J73T34T RT^2200001^^ 
1 85691 T RTA22200241 F.g.04.1 P.Seq 



F 

jT 

L 

F 

*F 

T 
v 



M000561 71:812 CH15CON 



^^00056055: 17 



CH15CON 



M000569^^1J^ 
M00055379:38 i 



^HJ6COP_ 
CH17COHLV 



M00043503:55 CH 1 7COHLV 



M00022828^36^ 
M000427 11:34 



CH03M^ 
"CH15CON" 



^^l^i^IA 2220001 1 F.o.06.1 P.Seq 



F 
F 



M00026900:32 



724339 JRIA 22200012Ff * 19 - 1PSec I 



732740 | RTA22200016FJ.04.1 P.Seq 



35895 } RTA22200017F.d.1 0.1 P.Seq 



133512 MR]^ P.Seq 



F 

F 
F 



M0^056646^75 
M000567J0^3r 
"M00057231:1T" 



CH04MAL^ 
"CH16COP 



CHIJSCOIP^ 
CH16COP 



\ M00057325:310^ CH16COP 
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otU ID 


ULUo 1 tK 


I SEQ NAME ORIENTATIONl CLONE ID 


LIBRARY 


ZoZo 


zy a 4 


RTA22200227F.D.03.1 P.Seq \ 


r~ 

r 


M00006590:310l CH02COH 


Z0Z4 


ouu 


i RTA22200231F. 1.1 3.1 .P.Seq j 


r~ 
r 


\ M00007983:43 


| CH03MAH 


ZoZo 


o/ oyiy 


;| nT a oooooooor - ,~- oo h i~> o«.« < 

j RTA22200020F.m. 09.1. P.Seq | 


r~ 

F 


\ M00054678:57 


;CH17COHLV 


ZOZO 


04U0 


nT a oooooooor - o o a n o _ 

\ RTA22200233F.g.08.1. P.Seq \ 


F 


~ M00008076:62 


; CH03MAH 


0107 

ZoZY 


oo4o 


i n~T" A O000O00~7l — ^ A A A IO 0«.« * 

i RTA222 00227 F.e.1 1 .1 .P.Seq j 


F 


T M00006638:72 


CH02COH 


ZoZo 


44 fZ I T 


\ nT A OOOOOAOH V \ A O A O O « m s 

f RTA22200001 F.j. 13.1 P.Seq | 


F 


, M00042741 :41 0 , CH 1 SCON , 


zozy 


44 f Z I I 


i—jT A 0000000-4 I - U. A £T H n Om.« 

\ RTA22200001F.D. 15.1 P.Seq j 


F 


i M00042538.18 


CH15CON 


ZooU 


I4yzy 


i RTA22200025F. 1.20.1 .P.Seq \ 


F 


\ M00055363:712 


CH17C0HLV 


ZOO 1 


D4oyo4 


I RTA22200006F.k.14.2.P.Seq i 


F 


j M00056081:29 




ZOOZ 


70 -* 7QC 

f ol /oO 


| RTA22200014F.j.11.2P.Seq I 


r- 

F 


i M00056993:43 


CH16COP 


Zooo 


Doyyuo 


I RTA22200005F.g.08.1. P.Seq I 


F 


E M00055887:54 


CH15CON 


Zoo4 


f>A A G~7"7 

o44o r ( 


; RTA222000 1 4 F.m. 20.1. P.Seq \ 


F 


f M00057015.312 


|_CH1^C0P 


oooc 
ZOOO 


z9Ub 


i RTA22200015F.m. 13.1. P.Seq \ 


F 


I M000571 27:611 


CH16COP 


2336_ 


446938 


\ RTA22200002F.C.1 8.1 .P.Seq 


F 


! M00055445:76 


CH15CON l 


2337 


2493 


\ RTA22200234F.h.08.1. P.Seq 


F 


M00022251:19 


CH03MAH 


2338 


oo 

38 


\ RTA22200006F.O.08.2. P.Seq 


F 


j M000561 12:82 


CH15C0JNj 


o o o o 

2339 


_ 13818 


I RTA22200238F.e.1 3.1. P.Seq j 


F 


: M00022898.64 


CH03MAH i 


2340 


0074 

8371 


i RTA22200229F.O.1 2.1. P.Seq i 


F 


\ M00007065:61 1 


_CH02COH 


OO /I H 

2341 


402494 


! RTA22200012F.O.1 6.1 P.Seq 


F 


_ ^ ! M00056776:1 6_ 


CH16COP 


OO /f o 

2342 


TO -4 70£T 

731785 


i RTA22200014F.J.1 1.1 P.Seq I 


F 


"^0056993:43^ 


CH16COP 


OO A O 

2o4o 


4bZl 


; RTA22200235F.f. 15.1 P.Seq j 


F 


M00022468:510 


CH03MAH 


2344 


= ^750 


! RTA22200229F.g.23.1 P.Seq \ 


F 


M00006979:210 


CH02COH 


2345 


■4 OO C-IO 

looolz 


\ RTA22200024F.p.23.1 P.Seq j 


F 


I M00055263:79 




2346 


4 oo oo o 

1 62626 


j RTA22200250F.f. 03.1 P.Seq j 


F 


M00027823:77_ 


CH04MAL 


2347 


730059 


I RTA22200011F.a.20.1 P.Seq I 


F 


fM00056530:4r 


CH16COP 1 


2348 


2069 


i RTA22200224F.k.1 2.1 P.Seq 


F ' 


l M00005373:86 


CH02COH : 


_2349_ 


__5868 


i RTA22200242FJ. 17.1 P.Seq 


F 


I M00027030:38 


CH04MAL 


2350 


2683 




""If " l 


I M0000581 3:510 


CH02COH j 


2351 


380409 


f RTA22200012Rh.07. 1. P.Seq j 


~y r. 


M00056719:612 


CH16COP : 


2352 


639991 


f RTA22200002F.k.20.1 P.Seq 


F 


; M00055527:54 


CH15CON \ 


2353 


nor 

535 


j RTA22200233F.a.1 9.1 P.Seq 


F 


M00£080 15^210^ 




OO C A 

2354 


A A non 

14929 


! RTA22200025F.f.21.1 P.Seq 


F 


M00055335:83 


CH17COHLV 


2355 


1 34702 


I RTA22200249F.n.2^1LP.Seq i 


f _ 


\ M00027733:45 


CH04MAL 


O O CO 

2356 




I RTA22200004F.J.1 6.1 P.Seq _I 


F _ 


1 M00055802:612 


CH15CON | 


2357 


A A OOO 

14929 


\ RTA22200014F.i.15.2P.Seq i 


F 


M00056986:61 1 


CH16C0P 1 


ooco 

2358 


1o4/UZ 


% RTA22200241F.n.23.1 P.Seq i 


F 


I M00026951:76 


CH04MAL j 


2359 


4 OCH ACi 

1o5o49 


\ RTA22200250F.g.08.1 P.Seq I 


F 


f M00027833:41 


"CH04MAL ! 


zooO 


107UZ 


1 RTA22200241F.b.05.1 P.Seq { 


_F_ 


s M00026860:51 


y^ 1 |A J 1 J A 1 { 

CH04MAL \ 


2361 


o it oocc 

o4395o 


jJRTA22200001F.k.21.1 P.Seq i 


F 


! M00042886:33^ 


CH15CON 


ooco 
ZODZ 


o439oo 


j RTA22200004F.p.19.1 P.Seq 


F 


M00055841:29 


CH15CON | 


p2363 


j 4455 


; RTA22200233F.O.08.1 P.Seq \ 


F 


M00021 670:75 


CH03MAH j 


2364 


185567 


I RTA22200242F.C 16.1. P.Seq \ 


F 


M00026985:25 


CH04MAL . 


r 2365 


9115 


i RTA22200226F.e.04.1 P.Seq i 


F 


1 M00005632:82 


CH02COH j 


12366 


14929 


i RTA22200015F.I.12.1 P.Seq j 


F 


I. M000571 00:59 


CH16COP : 


2367 


14929" 


I RTA22200014F.1.1 5.1 P.Seq \ 


F 


; M00056986:611^ 


CH16COP s 


2368" 


4181* 


j RTA22200244F.k.1 8.1 P.Seq 


p 


\ M00027203:88 


CH04MAL I 


2369 I 5206 


! RTA22200238F.n. 19.1 P.Seq j 
7' RTA22200237F.C.05.1 P.Seq 


F 


jM00023002:710 


CH03MAH I 


2370 


825 


F 


j M00022702:24 


CH03MAH 


2371 


825 


I^RfA22200238F.o.24.1P.Seq j 


F 


j M00023020.79 1 


CH03MAH I 


2372 


825 


!RTA2220023lF.d.09.1 P.Seq j 


F 


FM00007943:32 


CH03MAH I 


r 2373 


2748 


\ RfA22200225F.d.18.T.P.Seq 


F 


M00005449:510 


CH02COH \ 


2374 


2748 


I RTA22200238FJ.02.1 P.Seq 


F 


M00022934:23 ] 


CH03MAH 1 


2375 " 


2748 


j RTA22200225F.d.08.1 P.Seq i 


F 


f M00005445:12, 


CH02C6hT] 


2376 


133512 


! RTA22200014F.a.15.2.P.Seq 


F 


M00056923:59^ 


CH16COP I 
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Table 1 



SEQ ID 


cluster! 


SEQ NAME I OR 


IF NIT AT 


lONll CA ONIF in 1 


I IRRAPY 
UlDrvMrS. T 


2377 


2748 1 


RTA22200237F pOQI P Spn 1 


F*"~ 




wriv/OiviMn 


p2378~^ 


™Q42477^[ 


RTA22200008F p 02 1 P S^n I 


F 






I 2379 


642477 1 


RTA???00fi07F n1fi1 P «?pn i 


p 








2493 f 








v->f n vjo ) vi/n n 


j 2381 


5796 i 


RTA22200235F i 03 2 P Sea 1 


p 


T M00022*i08 ^2 1 




; 2382 


^~ 3782 i 




r 




viluO 1 vim n 


| 2383 


884 1 


RTA2220001RF h 01 1 P ^ao I 


F 






r 2384 




RTA22200238F n 04 1 P Spa I 


F 

r 


^ Mnoo^ri^-fi^ i 






5275 f 


RTA22200226F h 09 1 P Spa ! 


F 


% - M00005fi7 i v72 r 




! 2386 


3932 ! 


RTA22200233F I 12 1 P Sea t 


f 


I M000?1fi?fi^4 ! 


vnujivinn 


r™"2387™ 


_ r 


RTA22200017F a 17 1 P Sea \ 




^^^^ r 




! 2388 


4455 


RTA22200235F.j.23.2.P.Seq ! 


F 


; M00022517:53 : 


CH03MAH 


2389 


5860 T 


RTA22200236F,c.15.1.P.Seq ! 


F 


M00022598 45 I 


chosmaTT 1 


2390^" 


5860 


RTA22200232F.m.23.1.P.Seq | 


F 


:M00022143:310| 


CH03MAH ? 


f 2391 


372791 ~7 


RTA22200003F.o.02.1.P.Seq I 


F 


i M00055721:55 f 


CH15CON1 


L 2392, 


5206 


RTA22200238F.o.14.1.P.Seq j 


F 


!M00023015:410f 


CH03MAH | 


t 2393 


37279?! 


RTA22200005F.o.07.1.P.Seq ! 


F 


i M00055973:44 j 


CH15COKT; 


j 2394 


2846 j 


RT^2200228F.I.12.2P.Seq] 


' "T 


iM00006873:512i 


CH02COH1 


[ 2395 
2396 


5275 
2846 


RTA22200225F.g.17.1.P.Seq \ 
RTA22200228F.I.21 .2.P.Seq j T ~ 


F 
F 


* M00005469:17 f 
~~ fM00006852:37 


CH02COHJ 
CH02COH i 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 


ACCESSION 


DESCRIPTION 1 


P VALUE 1 


63 


3236249 


i(AC004684) hypothetical protein [Arabidopsis thaliana] 


9.9 ! 






iH-2 CLASS II HISTOCOMPATIBILITY ANTIGEN, GAMMA 


™ ~* — \ 






j CHAIN (HLA-DR ANTIGENS ASSOCIATED INVARIANT 




64 


123111 


(CHAIN) >gi|92086|pir||S04362 class II histocompatibility antigen- 
associated gamma chain, long splice form - rat 


I 
l 

9.7 1 


6? 


94377 


\ hypothetical protein 221 - turnip yellow mosaic virus 


9.6 i 



66 2736449 



j inhibitors [Caenorhabditis^ejans]^ 



9.5 



67)543894 



\ BET A-L ACT AM ASE PRECURSOR 



8.2 



68 



69 



70 



3881525 



j(Z70038) cDNA EST EMBL:D32579 comes from thislene; cDNA 
JEST EMBL:D35254 comes from this gene; cDNA EST yk224b3.5 
jj^ornes^^ 



3128358 



3875771 



7j^l293_ 
72 2131007 

* 731245923'""' 



74 115347 



jXAFO J04962 ribose tmnsport ^^Jem^^mease^p^ 
"■(Z68297) Weak similarity to ^ Mouse DNA-binding protein BMI-1 
!(SW:BMIl_MOUSE); cDNA EST EMBL:C07407 comes from this 

;jgene^^ 

"jj[YOC^ ' 

(S83583) multij^^ 

^PROCOLLAGEN ALPHA 2(IV) CHAIN PRECURSOR 
j>gi|84486|pir||S16366 collagen alpha 2(IV) chain precursor - pig 
jroundworm >gi[159649JlVK^^ s™?? 1 !. 



7.6 

775' 



7.3 

;73] 

1 



6.9 



15 
76 



2072674^ 
807646"" 



(M1729^^^ 



77 
78 
'79 
80 



81 



131706 



URIDINE 5 r -MONOPHOSPHATE SYNTHASE OROTIDINE 5'- 
PHOSPHATE DECARBOXYLASE 



631593 



£g^coj!£jxanspo^ 



854064 



484695 



! vascular cell adhesion molecule 1 - human 



l5 A 

'5 _ 
?4.2 



1236146 



J{U49864) msl protein [Chlamydomonas reinhardtii] 



13.8 



82(1083846 



Jacetyl-CoA carboxylase (EC 6.4. L2) - Cyclotella cryptica >gi|409450' 
j(L20784)^ceJ^ 



3.5 



832245054 



i(Z97342)jprotein kinase homolog 



3.4 



84 
85 



1717863 



; UBIQUITIN-CONJUGATING ENZYME E2-21 .2 KD (UBIQUITIN 
(PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) 

*>gijl07^^ 



3.4 



1363331 



franscrip^^ 



86 2736327 



(AF038615) No definition line found [Caenorhabditis elegans] 



Ll:±. 
f 1 

ij- — 
ET 



87 
88 



4587895 



1480746 



i 9 
90 



225858 
3861293 



: tlryroid/st^ gjeneJHomo^apien^ 
7(AJ235273) 3-6xOACYL-[ACYL-CA^ER-PR6tEIN] 



91 



K)3812 

3256583" 



.hypothetical protein 1 - zebra fish 



1684985 
452517 * 



93 

95 £2 18558 
"96(453 9280^ 
"97[453928d* 



9813881842 



;(apo^ 

J (U206332J^AJDW jc^^ p^^Jiajverarrifojia] _ 

(M01 J 5^)j^oj& 
(AL049498) putative transcription factor 



•2 

!l.7 



[L4 " 
:0!28 



(Z78201) Similarity to E.coli 2-oxoglutarate dehydrogenase 
j(SW:OD01JECOLI); cDNA EST EMBL:D32590 comes from this 
;gene; cDNA EST EMBL:D32841 comes from this gene; cDNA EST \ 
f mjBLjD3405 1 comes from this gene; cDNA EST EMBL:D35268 j4e-019 



?9|410^77_ [(AFOJJ^ 



l6e-050 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



[ SEQ ID [ACCESSION 


| DESCRIPTION1 


| P VALUE 

"' ! 6.1 
j9e-068 


[ lOOt 3327062 
1 10213126979 
103 3930776 


: (ABO 14524) KIAA0624 protein [Homo sapiens]" 
: (AF062483) SDP3 [Homo sapiens] 
l(AF099149) TRIAD 1 type I [Homo sapiens] 


1 106|270874i 


((AC003952) hypothetical protein [Arabidopsis thaliana] 


" 3.6 


107; 733554 


(U23450) similar to RNA-binding protein [Caenorhabditis elegans] 


le-014 


f lO^ 85 1703 


f (AF100421) p80 [Rattus norvegicus] 


1 7e-055 


112)2120729 


jGumG protein - Xanthomonas campestris 


" r 6 


_126[3334526 


r (AL021306) predicted using FGENEH [Homo sapiens] 


i 7 * 7 


121 [2407956 


j(X87612) mono ATP-ribosaltransferase [Mus musculus] 


J5.9 ' 


j 




^(Z69662) predicted using Genefmder; similar to collagen; cDNA 
jEST EMBL:D75049 comes from this gene; cDNA EST 




j i 

\_ 122|3877701 


jEMBL:D72067 comes from this gene; cDNA EST EMBL:D72223 
comes from this gene; cDNA EST EMBL:D72768 comes from this 


j 

^5.9 


L 123J 21 17780 


serine/threonine protein kinase - quail — ' 




j _ 124^1722738 


MINOR CAPSID PROTEIN L2 >gi|1020224 type 36] 


!3.4 


; \ 

12512494448 


j HYPOTHETICAL PROTEIN MJ0208 Methanococcus jannaschii 
>gi| 1498983 (U67476) 4Fe-4S iron-sulfur protein [Methanococcus 


t 

13.4 


! 12612494294 




NEUROGENIC LOCUS NOTCH 3 PROTEIN 




12' 


M493971 


(AL034559) predicted using hexExon; MAL3P7.1 1 (PFC0910w), 
Hypothetical protein, len: 430 aa 


i 
I 

|0.61 




i 


HYPOTHETICAL 28.8 KD PROTEIN IN MOAE-RHLE 




138(3025005 


jIOTERGENIC REGION >gi| 1787008 (AE000181) orf, hypothetical 


19.8 


1 
j 

139^3881856 


(Z79759) Similarity to Yeast endosomal P24A protein 
(SW:EM70_YEAST); cDNA EST CEMSB40F comes from this 
[gene; cDNA EST EMBL:C13538 comes from this gene; cDNA EST 


I 

9.6 


! 140 


1945493 


;(U56965) Similar to NAD(P) transhydrogenase, mitochonofial; coded 
for by C. elegans cDNA yk27cL5; coded for by C. elegans cDNA 
yk35b9.5; coded for by C. elegans cDNA yk35b9.3; coded for by C. 
elegans cDNA yk!61c9.3; coded for by C. elegans ... 


\ 

i 
\ 

\ \ 

[5.6 1 


141 


: 3746071 


(AC00531 1) putative GTP-binding protein [Arabidopsis thaliana] 


15.6 \ 


142 


2088843 


(AF003386) F59E12.9 gene product [Caenorhabditis elegans] 


3.2 j 


\ 143 


1706551 


GLUCAN ENDO-l,3-BETA-GLUCOSIDASE PRECURSOR ((1- 
>3)-BETA-GLUCAN ENDOHYDROLASE) aestivum] 


11.9 


144 


J^778__ ^ 


chitinase (EC 3.2.1.14)- barley vulgare] n 9 \ 


145 


iZL 91276 


(Z95327) Cleavage Stimulation Factor sapiens] 


"0.85 1 


146 


(736767 


helper component protease [Turnip mosaic virus] 


0.5 


1 147 


1731209 


HYPOTHETICAL 35.4 KD PROTEIN CY20G9.19C 
>gi|1449291|emb|CAB00954| (Z77162) hypothetical protein 


0.22 


148 


3877063 


(Z37092) F44F4.10 [Caenorhabditis elegans] ~WQ15 ^ 


3 
{ 

j 149 


3878739 ! 


(Z73428) similar to Zinc finger, C3HC4 type (RING finger); cDNA J 
EST EMBL:D67323 comes from this gene [Caenorhabditis elegans] j 
>gi|3881096|emb|CAB16481| finger); cDNA EST EMBL:D67323 I 
comes from this gene j 


i 

2e-029 


159 


4454483 


(AC006234) putative kinase, 5 1 partial 


9.1 


r i6oJ 


3044086 


(AF055904) unknown [Myxococcus xanthus] — * 


5.4 


161 


1945493 


(U56965) Similar to NAD(P) transhydrogenase, mitochondrial; coded 
for by C. elegans cDNA yk27cl .5; coded for by C. elegans cDNA j 
yk35b9.5; coded for by C. elegans cDNA yk35b9.3; coded for by C. \ 
elegans cDNA ykl61c9.3; coded for by C. elegans ... ! 


5.4 




730883 


SYNAPTIC VESICLE PROTEIN 2 (SV2) norvegicus] 


5.4 i 


163 


2351212 j] 


(D88386) gag-pol polyprotein (precursor protein) [Friend murine \ 
eukemia virus] 


I 

4.2 




1722738 JMINOR CAPSID PROTEIN L2 >gi|1020224 type 36] 


3.2 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 



ACCESSION 



165141 15922 



166 



1351639 



(AF 1 1 8222) contains similarity to ubiquitin carboxyl-terminaT 
hydrolase family 2 (Pfam:PF00443, score=48.3, E=3.5e-13, N=2) 
jS^LS^^ N^lH^^idopsis 



VERY HYPOTHETICAL 52.7 KD PROTEIN C8A4.05C IN 



12.4 



1^^506857^ 
1684505637 
7169)3249055"' 
'770-85406^'' 
jf l" 85406~5 " 
19i'"'3^72 ' 
192i2622845 ' 



2.4 



193 



1083554 



194,1708868 



195J3169030 

J^728835_J 
1 ^[484695 J 

19812204102^ 



small inducible cytokinlTsu^^ 

(fractalkine, neurotactin) >gi| 1888523 (U84487) CX3C chemokine 
E?£E5^^ J 2.4 

; (AFWJi 2^ ~f i£" 

.K?Ji^^ 6] le-005 

. ,| (^£2^522!^ B Virus]V6T9 

:t K2i^ _ ~~ V6.9 

LOW-DENSITY LIPOPROTEIN RECEPTOR^OSeD^ p 

PROTEIN PRECURSOR (LRP) Caenorhabditis elegans >gi| 156360 j 

(M96 1 50) LDL receptor-related protein [Caenorhabditis elegans] ! 

(AL023702) putative insertion element IS 1647 transposase - ~~ 
j vascular cell adhesion molecule 1 - human 



15.2 



A 
■4 
3.9 



I 
i 

; 199 


1118071 


|(U41554) coded for by C. elegans cDNA yk38a7.3; coded for by C. 
jelegans cDNA yk8c6.3; coded for by C. elegans cDNA yk25dl2.5; 
! coded for by C. elegans cDNA yk25dl2.3; coded for by C. elegans 
cDNA yk8c6.5; coded for by C. elegans cDNA yk7f8.5;„. 


[23 


200 


4 799 146 


l(U24495) 2a protein [Broad bean mottle virus] 


1.4 " 


201 


J3416 


E2 protein - human papillomavirus ly^ej^papilloma virus type 18] 


1.4 


202 


294529 


|(L14933) convertase PC5 [Rattus norvegicus] ~~ ™ 


[0.45 \ 


! 203 


124141 


tTRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP4 
(TRANSCRIPTIONAL ACTIVATOR IE175) (ALPHA-4 
PROTEIN) human herpesvirus 1 >gi|59558|emb|CAA32286| 
(X14112)RS1 RSI [human herpesvirus 1] 
>gi|59849|emb|CAA29763| 1298) [human herpesvirus 1] 


1 j 
1 I 
\ \ 
0.031 ! 


20414503511 


UNKNOWN >gi|3264861 (U97670) eukaryotic translation initiation 
factor eIF3,p35 subunit [Homo sapiens] 


3e-010 


: I 

205J4503511 


UNKNOWN >gi|3264861 (U97670) eukaryotic translation initiation 
factor eIF3, p35 subunit [Homo sapiens] 


3e-010 


206J 


3298605___ 


(AF057365) UDP N-acetylglucosamine transporter [Canis familiarisl 8e-033 ' 


221 


3116148 


(AL023290) putative ATP-dependent RNA helicase 
[Schizosaccharomyces pombe] ; 


8.7 




4544400 


(AC007047) hypothetical protein [Arabidopsis thaliana] 


8.7 


' 223 


1086982 


El replication protein [bovine papillomavirus type 1 BPV-L Peptide ' 


8.6 "] 




1 762434 j (U59924) nitric oxide synthase [Sus scrofa] 1 


8.6 




[HYPOTHETICAL 433.2 KD PROTEIN IN HXT5-NRK1 1 




225 


1 

731689 


INTERGENIC REGION >gi|626646|pir||S467 1 5 hypothetical protein j j 
YHR099w - yeast (Saccharomyces cerevisiae) >gi[487929 (U00060) ! 8 5 * 


226! 


2351132 


(D85200) S glycoprotein [Brassica oleracea] I 


8.5 


227(1762434 


(U59924) nitric oxide synthase [Sus scrofa] f 


8.5 \ 


228 


4493995 


(AL034559) predicted using hexExon; MAL3P7.47 (PFClOSOcj, I \ 
Hypothetical protein, len: 232 aa \ 6.7 \ 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID ACCESSION 



229j 462685 



DESCRIPTION! 



NUCLEOCAPSID PROTEIN coronavirus (strain K378)" 



23C^4519268^ j(ABG^^ 



: 5.2 

"5 ' 



23JUJ^64138 probable polymerase - soyb ean dwarf virus polymerase [Soybean i5 



pSENYLOSUCCINATE S YNTHETA^^ ; 
! i(EC 6.3.4.4) - Thiobacillus ferrooxidans >gi|48168|emb|CAA40593| 

^2^119221^. t(?~^^ [Tl^obacillus 



233|1947132 
"23412245054 



](AF000262) the second exon has similarity to collagen a^pha^sT 
jgly£^ 



3.8 



236|Ji620170 
23714336718 



2381114969 



I 

239} 1170313 



' 1 ] 

J (^£10403 1 )j^auda]^ej^^ 

T^T^-GlIjCOSIDASE A (GEN^OBIASE)3Xl21) - 



2.9 

2j?' 
1.7 
Lf 
1.3 



HOMEOBOX PROTEIN CDX-1 (CAUDAL-TYPE HOMEOBOX 



;0.76 



2584172222 



{(U44834) polyphosphate glucokinase [Mycobacterium tuberculosis]" 



S0.44 



25912959862 



2602983552 
261 104800 



262 



injjcot^ - chicken 



8.4 



8.1 



4.8 



3875957 



263J746475 
'26411 899232 



265^3123186 



J66[2500589 
~267| 90253 



;(Z78013) predicted using GenefSdi^^ 

[comes from this gene; cDNA EST EMBL:D75743 comes from this 
(gene; cDNA EST yk417b6.3 comes from this gene; cDNA EST 

|£k417^^ com... I4.8 

IC^??^ T4.7™ 

NUCLEOLYSIN TIAR (TIAT RELATED PROTEIN) >gi|1592563 ( " 

L(l!5^^ (2.8 



2j68f2827553^ 
~269f3695397 



musculus] 



|(.AE096372^^ 



11.7 



271j 3413860 7ji^2^ 



2891266328 



290)2204102 



291^2887280 



292 



303 



304 



305 



306 



307 



308 



309 



4567223 



2077849 



845311 



266328 



103469 



1.6 

3e-009* 



probable'proce^^ 

(Ij^j^TO cytomegalovrrus (strain 16 

1 3 '5" 
' "13.5 

_J9£ 



le-010 



j^002Ji40)DNA 



(ACO^jn^h 



PROBABLE PROCESSING AND TRANSPORT PROTEIN 
5?!$^ (strain 



2204102 



125394 



2353163 



310 484695 



hom^^ pseudoobscura] 



5.6 



5.6 



HOMOSERINE KINASE (HK) Pseudomonas aeruginosa"" 
>gi|45425|emb|CAA46169| (X65034) homoserine kinase 



vascular cell adhesion molecule 1 - human 



[3.3 



.3.3 

:0.66 

6.64 



Table 2B 
Page 4 of 42 



Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 



acoes^on^L 



DESCRIPTION 1 



P VALUE 



311 3874146 



312 



313 



317 



318 



117589 



2781381 



730269 



3201610 



l(Z72502) Similarity with proline-rich proteoglycan (PIR accession 
jnumber B48013); cDNA EST EMBL:D66054 comes from this gene; 



jcDNA EST EMBL:D69700 comes from this gene; cDNA EST 
Jyk446bl0.3 comes from this gene; cDNA EST yk446bl0... 



10.52 



jCIRCUMSPOROZOITE PROTEIN PRECURSOR precursor - 
iPlasmodium knowlesi (strain Nuri) >gi|160198 



9e-005 



: (A9?5£y 3)^imilaxMto^ r£oj^n^piens]_ 
PAN1 PROTEIN >gi]626783|pir||S48440 poly(A)-specific """"" 
jribonuclease (EC 3.1.13.4) - yeast PAN1YEAST P32521 PAB- 
1 DEPENDENT POLY(A)-SPECIFIC RIBONONUCLEASE but 



le-019 



j(AC004669) unknown protein [Arabidopsis thaliana] 



319 



3129975 



[(AL023516) Complement C4 [Gallus gallus] 



2.4 



322 



1850592 



323: 



324 

326] 
3T7\ 



2244839 



328 



3935180 



332 
"333 



334 



3023209 



335 



4589400 



((U88295) carnitine palrnitoyltransferase II [Rattus norvegicus] 



!6.9 



;(Z70757) Weak similarity to the XFIN protein (Swiss Prot accession 
388165(^ 

i(M 18083) periplasmic [NiFe]hydrogenase protein small subunit 
245Utl [pr^j^sOTjJDes^ 



i6 A 

i 

0.37 



j (Z97^7^ protein [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



j40^G2j&4 ^jl^Xjr^^S^jS^^C^ heavy chain [Orj^olagus^cjmiculus] 



\3 A 



168 KD SURFACE-LAYER PROTEIN PRECURSOR 
[CONTAINS: 120 KD SURFACE-EXPOSED PROTEIN 
MEMBRANE PROTEIN OMPB); 32 KD BETA PEPTIDE] 
precursor - Rickettsia typhi >gi| 187 1223 (L04661) crystalline surface 



(AB00995^ polyprotein [satsuma dwarf virus] 



5.8 



5.7 



336 



1709356 



337 



4512671 



343 



3757516 



3441586480 



SODIUM-DEPENDENT NORADRENALINE TRANSPORTER 
(NOREPINEPHRINE TRANSPORTER) (NET) bovine 
>gi|1050439|emb|CAA55645| (X79015)norep^ transporter 



'5.4 



(ACQ^ [AxaJ^^ 



1.9 



s ( AC005jt67^)^^ TMV resistance protein [Arabidopsis thaliana] ! 3.8 



\ HYPOTHETICAL 62.6 KD PROTEIN IN CDS1-RPL2 j 
IlNTERGENIC REGION >gi|626496fcir||S45886 hypothetical protein ! 



10.26 



345 


423981 


88K E-26-specific domain protein Pok - Drosophila j 
>gi|217342|dbj|BAA01080| (D10228) Ets domain protein j 0 - 054 


347 


r 1653153 


(D909 11) acriflavin resistance protein \ 5 . 5 


348 


s 2147342 


E4 protein - human papillomavirus type 14D 0.67 


349 


3914412 


GENOME POLYPROTEIN [CONTAINS: N-TERMINAL f , 
PROTEIN (PI); HELPER COMPONENT PROTEINASE \ 
INCLUSION PROTEIN (CI); 6 KD PROTEIN 2 (6K2); GENOME- [ 
LINKED PROTEIN (VPG); NUCLEA... mosaic virus] i 0.95 


35() 


2997741 


(AF054838) tetraspan TM4SF; Tspan-1 [Homo sapiens] Ue-01 7 


351 


1086900 


(U41278) contains similarity to G beta repeats [3e-027 


372 


129036 


2-OXOGLUTARATE DEHYDROGENASE El COMPONENT 

(ALPHA-KETOGLUTARATE DEHYDROGENASE) 

dehydrogenase [Azotobacter vinelandii] 9.8 


373 


2120777 


cellulose synthase - Agrobacterium tumefaciens >gi|7 10493 (L38609)| 
cellulose synthase celA gene [Agrobacterium tumefaciens] 19.7 


374 


628527 


hypothetical protein - Pseudomonas syringae syringae] *9.6 I 


375 


123395 


HOMEOBOX PROTEIN NK-1 (S59/2) fly (Drosophila \ j 
melanogaster) >gi|853 1 |emb|CAA39067| sp.] \ 7.8 [ 


^__J37^> 


3722000 j( AF035323 ) survival mojtorjc^ |7.8 ! 
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SEQ ID 


| ACCESSION 


DESCRIPTION! 


P VALUE 


377 


^3881030 


(AL021493) Y51A2B.2 [Caenorhabditis elegans] 




378 


14505777 


PHD finger protein 1 >gi|2660720 1) [Homo sapiens] 


6 "\ 


1 379 


2190501 


(X53706) immunoglobulin alpha-2 heavy chain [Pan troglodytes] 


5.8 




2688643 


(AE001 171) conserved hypothetical integral membrane protein 
[Borrelia burgdorferi] 


5.7 






(U41264) coded for by C. elegans cDNA cml3gl; Similar to 




381 


1086832 


bumetanide-sensitive Na-K-Cl cotransporter. 


5.4 


1— 3g2 


1931639 


(U95973) lysophospholipase isolog [Arabidopsis thaliana] ^ 


4.6 


383 


3757516 


(AC005167) putative TMV resistance protein [Arabidopsis thaliana] 


4.5 


384 


4504567 


interferon consensus sequence binding protein 1 >gi|2275153 
(M91 196) DNA-binding protein [Homo sapiens] 


4.4 


385 


464822 


SUR1 PROTEIN >gi|542362|pirl|S41798 SUR1 protein - yeast 
(Saccharomyces cerevisiae) cerevisiae] >gi|976268|dbj|BAA05628] 


4.4 






EXOSTOSIN-L (MULTIPLE EXOSTOSIS-LIKE PROTEIN) 




386 


3023738 


>gi| 15244 13 (U67191) multiple exostosis-like protein [Homo 


4.3 


387 


3878603 


^83116) M01B2.3 [Caenorhabditis elegans] 


3.4 ; 


\ 388 


3745858 


(L33180) BRO-a [Bombyx mori nuclear polyhedrosis virus] 


3.3 " " 1 


389 


'4321758 


(AF060669) polyprotein [Hepatitis E virus] 


'3.3 | 


390 


2661037 


(AF03 52 85) dihydroxyacetone phosphate acyltransferase |3.3 j 


391 


; 2950355 


(AJ223300) homebox protein DRx [Drosophila melanogaster] \ 


2;Z i 


392 


3821973 


(AF061 140) merozoite surface protein 1 [Plasmodium falciparum] i. 


2.5 1 


393 


1552187 


(D84375) ORF3 [Oryzias latipes] 


~2™'~™ ] 






SI 00 CALCIUM-BINDING PROTEIN A13 calcium-binding protein \ 




394 


2493417 


A 13 [Mus musculus] 


1.6 


395 


3550082 


(AF071186) WW domain binding protein 1 1 [Mus musculus] - 




396 


1082665 


oligodendrocyte-specific proline-rich protein 2 - human 
>gi|1408050|dbj|BAA05660| (D281 14) MOBP [Homo sapiens] 


1.5 






(Z68296) Similarity to Mouse A-RAF proto-oncogene 
serme/threonine-protein kinase gene; cDNA EST EMBL:T0 1018 j 




u_ 397 


3874925 


comes from this gene; cDNA EST EMBL:D33256 comes from this \ 


1.2 






PROBABLE SIGNAL RECOGNITION 54 KD PROTEIN (SRP54) j 




398 


2500886 


>gi|2 1 29283 |pir||E643 12 signal recognition particle protein - J 
Methanococcus jannaschii subunit SRP54 [Methanococcus x 


1.2 






(AF0 16428) contains similarity to Vaccinia virus 37 kd envelope \ 




399 


^Y2A\ 


protein [Caenorhabditis elegans] i 


1.1 J 


400 


309958 


(L06798) class D tetracycline/H+ antiporter [Plasmid pRA 1 ] \ 
>gi|575937|dbj|BAA03719| (D16172) PP-TETA protein \ 


j 

0.91 1 


40T 


3877379 


(Z46267) F49E2.2 [Caenorhabditis elegans] \ 6.39 ; 


402 


4539280 


(AL049498) putative transcription factor \ 6.29 " ^ 


403 


3293235 


(U96413) putative opine synthase [Agrobacterium tumefaciens] | 


0.097 " "": 


404 


3329636 


(AF078786) No definition line found [Caenorhabditis elegans] 


0.003 ; 






(AL023828) cDNA EST yk491f8.5 comes from this gene j 




405 


3947614 


[Caenorhabditis elegans] \ 


8e-019 = 






(AL023828) cDNA ESf yk491f8.5 comes from this gene I 




406 


3947614 


[Caenorhabditis elegans] j 


le-019 




\ ( AL02 1481) similar to Phosphoglucomutase and \ 








phosphomannomutase phosphoserine; cDNA EST EMBL:D36168 j 








comes from this gene; cDNA EST EMBL:D70697 comes from this j 




407 


3880930 


gene; cDNA EST yk373h9.5 comes from this gene; cDNA EST \ le-022 j 


408! 


3184082 


(AL023781) N-terminal acetyltransferase 1 


le-028_J 






PUTATIVE RIBONUCLEASE III (RNASE III) [ 




409 


2500558 


>gi|3 876420|emb|CAB03005 1 (Z8 1 070) similar to ribonuclease | 


7e-030 j 
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(Z48583) similar to ATPases associated with various cellular 








activities (AAA); cDNA EST EMBL:Z14623 comes from this gene; 








cDNA EST EMBL:D75090 comes from this gene; cDNA EST 




41013877493 


EMBL:D72255 comes from this gene; cDNA EST yk200e4.5 ... 


5e-044 


41113298605 


,(AF057365) UDP N-acetylglucosamine transporter [Canis familiaris] 


le-051 






(AF026031) putative mitochondrial outer membrane protein import 




412 


4103604 


preceptor [Homo sapiens] 


Te-059 






(AB007902) HH0712 cDNA clone for KIAA0442 has a 574-bp 




413 


2662165 


insertion at position 1474 of the sequence of KIAA0442. [Homo 


4e-070 


414 


[3882145 


(AB018255) KIAA0712 protein [Homo sapiens] 


9e-072 






CHAPERONE PROTEIN CS3-1 PRECURSOR Escherichia coli 




i 

[ 477 


117552 


>gi|41 156|emb|CAA34815| (X16944) 27kD protein (AA 1 to 241) 
[Escherichia coli] 


9.3 ! 


478 


L 2983622 


(AE000726) hypothetical protein [Aquifex aeolicus] 


9.3 1 


479 


2088694 


(AF003135) W03F11.1 gene product [Caenorhabditis elegans] 


9.3 


480 


*4240237 


(AB020681) KIAA0874 protein [Homo sapiens] 


9.2 


481 


il§ 64073 


(U63002) T-cell receptor beta chain [Callithrix jacchus] 


9 1 


1 482 


2147334 


DNA helicase II 70K chain homolog - Rhipicephalus appendicular^ 
>gi| 1063592 (L4 13 56) ku autoantigen p70 homologue [Rhipicephalus 
appendicular^] 


" """" ~--' : \ 

8.9 


483 


^3323145 


(AE001253) T. pallidum predicted coding region TP0827 


8.7 \ 


484 


2183251 


(AF002227) putative polyprotein [border disease virus strain C413] 1 


8.6 \ 






(Z92830) cDNA EST yk223c7.5 comes from this gene; cDNA EST 


I 






yk307b2.5 comes from this gene; cDNA EST yk377h2.5 comes from 


i 
| 


I 




this gene; cDNA EST yk223c7.3 comes from this gene; cDNA EST 




1 485 


[3875768 


yk307b2.3 comes from this gene [Caenorhabditi... 








HYPOTHETICAL PROTEIN MG456 Mycoplasma genitalium 


1 


I 486 


1351589 


(SGC3) >gi|1046175 (U39732) M. genitalium predicted coding 
region MG456 [Mycoplasma genitalium] >gi|3845050 (U39727) 
conserved hypothetical protein [Mycoplasma genitalium] 


I 
I 

8.4 ! 


i 487 


3023800 


GLUCOSE-6-PHOSPHATASE (G6PASE) familiaris] 


6.9 I 


: 488 


450722 


(X71982) ORE j 1 1R [African swine fever virus] 


6.8 | 


489 


2633756 ' 


(Z99 111) similar to heavy metal-transporting ATPase [Bacillus i 


6.6 [ 


490 


4049887 


(AF063866) ORF MSV024 ALI motif gene family protein j 


6\5 






abdominal-A homeodomain protein - Junonia coenia >gi(797277 \ 




491 


1363994 


(L4193 1) abdominal-A homeodomain protein [Junonia coenia] 1 5.3 j 


1 492 


2370493 


(Z98944) hypothetical protein 


5.3 | 


493 


140631 


HYPOTHETICAL 25.9 KD PROTEIN FP25.9 [Fowlpox virus] I 


53 "'~ j 


: 494)400927 


RIBONUCLEOPROTEIN RB97D ribonucleoprotein [Drosophila I 


5.1 1 


495 


2462935 


(Y 12321) open reading frame 1 [Brassica oleracea] \ 


5 ) 






(AC000132) Similar to A. thaliana receptor-like protein kinase \ 




496 


2160189 


(gb|RLK5_ARATH). ESTs gb|ATTS0475,gb|ATTS4362 come from j 
this gene. [Arabidopsis thaliana] I 


5 ! 




1850972 


(U84144) putative fimbrial chaperone [Escherichia coli] i 


4.9"" " 1 


' 498 


2145678 


B 1 549 C3 230 protein - Mycobacterium leprae t 








CGMP-INHIBITED 3',5'-CYCLIC PHOSPHODIESTERASE A 1 


\ 




\ 


(CYCLIC GMP INHIBITED PHOSPHODIESTERASE A) (CGI- ! 




499 


3182952 j 


PDE A) >gi|l 145304 (U38 179) cyclic nucleotide phosphodiesterase [ 


4.2 




— — — | 

! 


(AL034358) predicted using hexExon; L4830.1, Hypothetical j 




500 


4493738 ^protein, len: 1107 [Leishmania major] |4.2 






PUTATIVE POLYKETIDE SYNTHASE PKSL 2.3. 1 .-) - Bacillus | 




501 


730336 


subtilis >gi|40058|emb|CAA78479| subtilis] >gi|528996 (Ul 1039) j 
polyketide synthase polyketide synthase of type I [Bacillus subtilis] i 


4.2 




188908 


(Ml 9720) L-myc protein [Homo sapiens] 1 4 
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ACCESSION 


DESCRIPTION 1 1 P VALUE 


'503 


4056436 


J£AC005990) E§TjbJAA6509^ from this gene. 




504 


3874349 


^(Z81035) predicted using Genefinder; Similarity to Sheep 
vasopressin VIA receptor (SW:P48043) 


\ 

13.9 


505 


.3874067 


(Z93374) similar to 7TM receptor elegans] 


[3.9" 






|(Z49967) cDNA EST EMBL:T00743 comes from this gene; cDNA 








EST EMBL:D69356 comes from this gene; cDNA EST 


1 






EMBL:D65790 comes from this gene; cDNA EST EMBL:D70463 


\ 


506 


3979818 


comes from this gene; cDNA EST EMBL:D66620 comes from this 


h.2 






ENVELOPE POLYPROTEIN GP160 PRECURSOR 2] 




507 


119462 


>gi|225570|prf]|1306388H gene env [Human immunodeficiency virus 


3.2 






COLICIN V PRODUCTION PROTEIN (DEDE PROTEIN) (PUR 




508 


117657 


REGULON 18 KD PROTEIN) colicin V production [Escherichia 
coli] dedE protein [Escherichia coli] 


3.1 






ATP SYNTHASE A CHAIN (PROTEIN 6) 3.6.1.34) protein 6 - fruit 
fly (Drosophila yakuba) mitochondrion (SGC4) 




509 


114441 


>gi|12921|emb|CAA25442| (X00924) ATPase subunit 6 [Drosophila 


3 


510 




(U55369) No definition line found [Caenorhabditis elegans] 


3 


511 


226131 


thyroid hormone receptor alpha 2 [Rattus norvegicus] 


,3 n 






!(AJ235271) GUANOSINE PENTAPHOSPHATE 




; 512 


3860855 


|PHOSraOHYDROLASE (gppA) [Rickettsia prowazekii] 


2.9 






CELLULOSE SYNTHASE OPERON C PROTEIN xylinus] 




513 


584834 


>gi|1090660|prf||2019362C acsC gene 


2.4 


514 


"629777 


chitinase (EC 3.2. 1 . 14) - barley vulgare] 


2.2 


515 


2555183 


(AF026504) SPA-1 like protein pl294 [Rattus norvegicus] 


2.2 






forkhead (Drosophila) homolog 1 HEAD DOMAIN PROTEIN 




; 516 


4503737 


FKHR >gi|631 145|pir||S40521 FKHR protein - human >gi|435423 
(U02310) fork head domain protein [Homo sapiens] 
>gif7379 1 8|prf]| 1 923399A FKHR gene [Homo sapiens] 


1.8 


\ 517 


3790719 


(AF099916) contains similarity to C2H2-type zinc fingers 


1.8 ; 


1 518 


1785942 


l(U83412) CAG [Drosophila melanogaster] 


1.8" 1 






(Z81079) predicted using Genefinder; similar to collagen; cDNA 








EST EMBL:M88890 comes from this gene; cDNA EST 








EMBL:Z14325 comes from this gene; cDNA EST EMBL:D27520 




1 519 


3877036 


comes from this gene; cDNA EST EMBL:D72240 comes from this 


1.4 


\ 520 


281654 


hypothetical protein 24 - Agrobacterium tumefaciens plasmid 
pTil5955 >gi[39086|emb|CAA25186| tumefaciens] * 


1.3 






BETA-GLUCOSIDASE (GENTIOBIASE) Ruminococcus albus \ 




521 


114972 


>gi|45968|emb|CAA33461| (X15415) beta-glucosidase (AA 1 - 947) I 
[Ruminococcus albus] albus] i 


1.3 : 


522 


1707085 


(U80451) Similar to collagen [Caenorhabditis elegans] 








nonstructural protein - hepatitis E virus RNA-directed RNA j 




523 


483163 


polymerase [Hepatitis E virus] \ 


1.3 1 


524 


4455275 


(AL035527) putative protein [Arabidopsis thaliana] f 


0.99 \ 


525 


4376875 


(AEOO 1 642) CT465 hypothetical protein I 


0.45 i 


526 


2494911 


HYPOTHETICAL PROTEIN KIAA0 1 24 product is novel. [Homo 10.44 \ 


527 


4539280 


(AL049498) putative transcription factor 1 0.28 \ 


528 


1842255 


(U74613) hepatocyte nuclear factor-3/fork head homolog 1 IB [Homo 


0.28 1 






D(4) DOPAMINE RECEPTOR (D(2C) DOPAMINE RECEPTOR) 




529! 


231977 


>gi|2039 1 6 (M84009) dopamine receptor D4 


0.073 j 


530 


987050 


(X65335) lacZ [Cloning vector pSV-beta-Galactosidase Control] 


0.042^ ! 






S100 CALCIUM-BINDING PROTEIN A13 calcium-binding protein j 




531 


2493416 


A13 (S100A13) [Homo sapiens] j 


0.031 1 


532 

533; 


1778844 
3288470™ 


(U83086) LimA [Dictyostelium discoideum] M10006 : 
(AJ2243 60) suif5c [Homo sapiens] " — * — ~~ |5e-0i 5™ "~1 
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J DESCRIPTION1 
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! 

53413947614 


i(AL023828) cDNA EST yk491f8.5 comes from this gene 
\ [Caenorhabditis elegans] 


le-015 


53$ 1086860 


;(U41272) Similar to man(9)-alpha-mannosidase. 


,i3e-028 






j(Z66496) cDNA EST EMBL:D71941 comes from this gene; cDNA " 


% 






EST EMBL:D74691 comes from this gene; cDNA EST 








EMBL:D76330 comes from this gene; cDNA EST EMBL:D65192 




53613875451 


comes from this gene; cDNA EST EMBL:D68540 comes from this 


2e-030 






(Z48583) similar to ATPases associated with various cellular 






i 


activities (AAA); cDNA EST EMBL:Z14623 comes from this gene; 


\ 




i 

1 


cDNA EST EMBL:D75090 comes from this gene; cDNA EST 


) 


! 537(3877493 


?EMBL:D72255 comes from this gene; cDNA EST yk200e4.5 ... 


!le-035 


^ 538 


3169010 


KAJ006412) putative GTP-binding protein 


|2e^042 






(Z48583) similar to ATPases associated with various cellular 


\ 






activities (AAA); cDNA EST EMBL:Z14623 comes from this gene; 








cDNA EST EMBL:D75090 comes from this gene; cDNA EST 


| 




jo / i^yD 


EMBL:D72255 comes from this gene; cDNA EST yk200e4.5 ... 


4e-044 






|(Z48583) similar to ATPases associated with various cellular 








activities (AAA); cDNA EST EMBL:Z14623 comes from this gene; 








cDNA EST EMBL:D75090 comes from this gene; cDNA EST 




1 540 


3877493 


EMBL:D72255 comes from this gene; cDNA EST yk200e4.5 ... 


3e-044 


i ^608 


3882189 


^(ABO 18277) KIAA0734 protein [Homo sapiens] 


9.9 






(Z48716) similarity to a transmembranous region of ubiquinol- 
cytochrome-C reductase (PIR accession number S38960); cDNA 
EST EMBL:T00461 comes from this gene; cDNA EST 


j 




DO l l 7J / 


EMBL:D27071 comes from this gene; cDNA EST EMBL:D27070 


9 6 


610 


"3643019 


(AF064703) glucose transporter 1; CeGTl [Drosophila 


8.4 ! 


\ 611 


32 1 9946 


HYPOTHETICAL PROTEIN MJ1394 Methanococcus jannaschii 
>gi|l 592041 (U67579) conserved hypothetical protein 


g 


\ 612 


3219946 


HYPOTHETICAL PROTEIN MJ1394 Methanococcus jannaschii 
>gi|1592041 (U67579) conserved hypothetical protein 


8 1 


613 


^833328^ ' 


FIBRILLARIN 


7.9 1 


614 


4505481 


nucleoporin 88kD complex protein [Homo sapiens] 


7.8~ ' ™ 1 


615 


^220578 


(D00570) open reading frame (251 AA) [Mus musculus] 

NAD(P) TRANSHYDROGENASE SUBUNIT BETA ' I 


78"'" 1 


616 


266810 


transhydrogenase [Escherichia coli] transhydrogenase (B-specific) \ \ 
(EC 1 .6. 1 . 1 ) b chain NAD(P)+ transhydrogenase (B-specific) (EC j j 
1.6.1.1) b chain [Escherichia coli] >gi|1787886 (AE000255) pyridine 17.6 


617 


807646 


(Ml 7294) unknown protein [Human herpesvirus 4] 


76 


618 


829186 j 


(X03879) rudimentary protein fragment 


7± i 


619 


4322346 


(AF081825) sodium-dependent high-affinity dicarboxylate 
transporter [Rattus norvegicus] 


» I 


620 


3334785 


(AL03 1 107) hygojtoical protein SC5A7.04c 


7.4 - 1 






PHOSPHATIDYLINOSITOL-4-PHOSPHAf E 5-KiNASE TYPE II 




621 


1346720 


ALPHA (PIP5KII-ALPHA) KINASE) >gi|1079474|pir[|A55967 1- j 
phosphatidylinositol-4-phosphate 5-kinase (EC 2.7. 1.68) - human | 
>gi|758697 (U14957) 53K isoform of Type II phosphatidylmositol-4-i 


7.3 1 


622~ 


4105819 


(AF050175) Rab7 [Homo sapiens] I 


6.4 I 


623 


155865 


(M93 1 25) 80 kDa protein [Babesia bovis] [6.3 j 


i 624 


2133638 j 


boule protein - fruit fly (Drosophila melanogaster) >gi|139521 1 T 
(U5 1858) boule protein 1 


6.2 i 


62? 


1788052 [(AE000270) putative transport system permease protein j 


6.2 1 


626 


3875616 | 


(Z77657) F08H9.9 [Caenorhabditis elegans] [6.2 \ 


627 


2499 1 50 jHYPOTHETICAL PROTEIN IN CPS REGION j 


6.2 1 
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DESCRIPTION 1 



628 



1170758 



629J2495335 



GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 
ANTIGEN) (IGE-BINDING PROTEIN) (35 KD LECTIN) 
(CARBOH^ 35) 



P VALUE 



I HEAT SHOCK PROTEIN 42 (42 KD HEAT SHOCK PROTEIN) 
!>gi|1077219|pir||S49767 heat shock protein HSP42 - yeast 
(^ccharamyces cerevisiae) 



16 



630:1086677 



63JI 

~632 

— 



634 



635 



1170758 



440957 



2495335 



2662541 



(U41020) coded for by C. elegans cDNA yk64f5.3; coded for by C. 

[Caenorhabditis 



GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 
ANTIGEN) (IGE-BINDING PROTEIN) (35 KD LECTIN) 



Acha£te-^ute homolog Mash-1 gene product 



—"g^YSH^CK PROTEIN 42~(42 KD HE AT SHOCK PROTEIN) 
>gi|1077219|pir||S49767 heat shock protein HSP42 - yeast 
(Saccharomyces cerevisiae) 



(AF036687) contains sirnilarity to protease inhibitors, WAP-type four r 
d^sjuJfid£c \ 5.7 



636 



637 



638 



DAUGHTERLESS PROTEIN fly (Drosophila melanogaster) 
>gi|7839|emb|CAA68368| melanogaster] >gi|157174 (J03148) 
J[l 82£9_ _jdaughterless protein 
2447066 {(JJ^^ 



400927 



639 



121189 



640 



641 



126691 



GLUCOSE INHIBITED DIVISION PROTEIN A gidA 



(AC004238) putative phosphoribosylarrunoirnidazoiecarboxamide 

'$0^^ 

PRECURSOR ^£^^l1^SCERAL 

'PROTEIN D) >gi|103222[pir||S08597 hypothetical protein D - fruit 



j5.6 
Is. '6 

4.6 



'4.5 



642 



134087 



lETROTRANSPOSABLE ELEMENT ^J^CS\WkW¥&&TWT 
(ORF2) >gi|84054|pir||S14916 hypothetical protein 2 - Trypanosoma ; 

JSiE^^ 1] ! 4.3 



643 567166 



(L03172) This CDS feature is included to show the translation ^Ythej 
corresponding V region. Presently translation qualifiers on V_region ! 
features^£j^llegal. J 3 . 7 



644 

645! 



4355 



462679 



64611098989 



647 



648 



649 



650 



651 



652 



653: 



654 



655 



3249559 



2435594 



995808 



3281870 



728837 



1628461 



483165 



483165 



120359 



J^14JL26)J^^ cerevisiae] 



13.7 



MYOSIN [Dictyostelium 



(U41508) similar to C. elegans proteins C26E6.9A and C26E6.9B; 
wea^jdrni^ G 



CM2?^ e l£gans] 

musculus] 



(ALO^^ thaliana] 



!!!! ALU STOF^ WAGING ENTRY 



JM 

\ 

'2.1 

T2"" 

L6 

'4.2 



hypothetical protein - Marek's disease^vlrus gammatierpesvn^ 
tumorigenicity associated mRNA, two complete cds's.], gene products^ 
[Gallid herpesvirus type 1] >gi|299459|bbs|1293 16 (S5843 1) CD4 : 
precj^sor ho^^ 

hypothetical protein - Marek's disease virus gammaherpesvirus t ™ 
tumorigenicity associated mRNA, two complete cds's.], gene products) 
[Gallid herpesvirus type 1] >gi|299459|bbs|129316 (S58431) CD4 | 
pre^ursor^horr^log $cjCD4and JgM heavy cham £GaljidJierpesvir j 0.87_ 
RECOMBINASE FLP PROTEIN " ~"~ " " " ™ —f-— 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQID 



ACCESSION 



DESCRIPTION! 



STERYL-SULFATASE PRECURSOR (STEROID SULFATASE) 
656! 171 1563 (STH^^ [Mus 



657 731849 



w 658|L669674^ 
659^493735 



660 



P VALUE 



0.55 



110030 



HYPOTHETICAL 13.5 KD PROTEIN IN MOB1-SGA1 
INTERGENIC REGION >gi|626376|pir||S48473 probable membrane j 
protein YIL 1 OOw - yeast (Saccharomyces cerevisiae) j 

0.55 

To. 19 



Q^^19 protein 4 



SKD^RGire^ [Mus musculus] 



jhomeotic protein Hox 5.1- mouse 



661:1947160 



((AF000298) weak similarity to collagens; glycine- and proline-rich 
[[Caenorhabditis elegans] 



66214567275 



thaliana] 



663 



671 



672 



673 



674 



675 



676 



677 



678 



679 



680 



2677676 



345474 



(AC002467) DRA protein (down-regulated in adenoma); sulfate 

'hypothetical protein 2 - Mediterranean fruit fly 
j^gil5977|ej[nb^ capitata] 



0.012_ 
0.005 



4e-056 



451§?^L_... thaliana] _ 

1749646 |gM9219)^^ "" ~' 

320302 _ tP§£2LPE5!^?Lr ^255?? V a vM2H^X}B^^ e ^ * 

~" IMPLICATION PROTEIN El papillo^virus (t^pTl)''""" 
267288 > l^£L3lH*M^ chimpanzee 



*9.4 
T 97l 

V53 



3581899 



3881119 



1169663 



5.4 



(AL032653) predicted using Genefrnder; cDNA EST EMBL:D36367 f 
comes from this gene; cDNA EST yk408cl2.5 comes from this gene I 
[Q^^^}^^^£^§^s] (4.2 



TRANSCRIPTIONAL ACTIVATOR FE65 APP interacting protein 
[Rattus rattus] 



1565257 



3093358 



681 



1763113 



(X57108) cerebroside sulfate activator 



L6I921 5 1?1^M^?^SM3^ musculus] 



68213548791 



683 4567275 



68413882311 



0^710192^ 



(^^^Ml}^^!^ 1 ^}^^ protejr^Arabidopsis thaliana] 



L£t^^ sapiens] 



14 

';3.2 
Ti-i 
'0.6 

J)A6 

Toms" 

V7e-017 



687)2443342 


|(D88764) alpha 2 type I collagen [Rana catesbeiana] 


__5_J 


68^220464 


(D00232) E3 anti-[4-hydroxy-3-nitrophenyl(phenolate + phenolic'""" 
form)} acetyl mAb V-L region [Mus musculus] 


16.4 


1 

689)1351502 


HYPOTHETICAL PROTEIN MG181 Mycoplasma genitalium 
(SGC3) >gi|3844777 (U39697) conserved hypothetical protein 


T —] 

J2.1 j 


6931250891 


(S39392) protein tyrosine phosphatase, PTPase 


14.6 I 


695 


3323042 


(AE001245) sugar ABC transporter, periplasmic binding protein 
(msmE) [Treponema pallidum] 


1 1 

!s.8 


696 


1001741 


JP64004) hypothetical protein 


(2.7 


697 


1169288 


DIHYDROXYACETONE KINASE (GLYCERONE KINASE) 
>gi|493083 (U09771) dihydroxyacetone kinase 


T 1 

J3±010 j 


698 


1169288 


DIHYDROXYACETONE KINASE (GLYCERONE KINASE) 
>gi|493083 (U09771) dihydroxyacetone kinase 


j3e-010 I 


699 


3879530 


(Z49130) cDNA EST yk486b9.3 comes from this gene; cDNA EST 
yk486b9.5 comes from this gene 


! i 

! 7e-005 | 


700 


2191127 


(AF007269) A IG002N01.1 gene product [Arabidopsis thaliana] 


: 0.0004 1 


f Z 701 


4504^3_1 


keratin, hair, acidic,2 type I intermediate filament [Homo sapiens] 


1.5 


l 702 


2633756 


(Z991 1 1) similar to heavy metal-transporting ATPase [Bacillus 


T7 *4 ~ ! 


703 


3876796 


(Z8 15*31) F36D3.6 [Caenorhabditis elegans] 




705; 


123299 


HOMEOBOX PROTEIN HOX-D4 (HOX-4B) protein kox D4 - " i 1 
human >gi|296652|emb|CAA35237| (X17360) hox 5.1 grotein [Homoj2.4 j 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 


ACCESSION ) DESCRIPTION! 


P VALUE 


I 

1 706^99899 


jDNA-directed RNA polymerase (EC 2.7.7.6) largest chain (isoform 
\ C) - soybean (fragment) polymerase [Glycine max] 


j0.83 \ 


70714263788 


(AC006068) hypothetical protein 


0.28 j 


1 7081500858 


KD14168) 50kDa lectin [Bombyx mori] 


;4e-01I 


711 


142283 


(M303 1 8) put periplasmic receptor protein (chvE); putative 
[Agrobacterium tumefaciens] 


9.2 j 


712 


4 502949 


collagen, type II, alpha 1 congenital) 

>gi|115287|sp|P02458|CA12_HUMAN PROCOLLAGEN ALPHA 
1(H) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN] 1- 


6.9 j 


713 


^539163 


(AL049485) putative phytoene synthase 


0.81 ' 1 


715 


14056437 


(AC005990) Strong similarity to PFAM PF|00069 Eukaryotic protein 
kinase domain. [Arabidopsis thaliana] 


2.3 1 


716 


[119296 


ELASTIN PRECURSOR (TROPOELASTIN) gallus] 




717 


4226073 


j (AF 125443) contains similarity to S. pombe phosphatidyl synthase 
(GB:Z28295) [Caenorhabditis elegans] 


|8e-016 


719 


2498761 


[PEROXISOMAL MEMBRANE PROTEIN PMP30A protein - yeast j 
(Candida boidinii) >gi|457391 (L27999) peroxisomal membrane \ 
protein 3 1 [Candida boidinii] ! 1 3 


\ 720 


3914963 


SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 
3 >gi|2232237 (AF005036) secretory carrier membrane protein [Mus 


0.58 I 


721 


4457204 


(AF 108226) immunoglobulin mu heavy chain precursor 
[Monodelphis domestica] 


0.15 j 


1 722 


"3860573 


(AJ235270) unknown [Rickettsia prowazekii] 


4.9 " "1 


I 723 


^2829912 


[(AC002291) Similar ATP-dependent RNA Helicase <0.0002 ~ "~1 


724 


2130573 


KU96771) putative polygalacturonase [Prevotella bryantii] 


6.1 \ 


725 


J53 9 2 44 


hypothetical protein YKR028w - yeast ~~~ ! 


6.1 " 1 


1 726 


2633502 


(Z991 10) similar to hypothetical proteins from B. subtilis [Bacillus U.7 1 


! 728 


1078087 


hypothetical protein YLR424w - yeast \ 


Y.6 : 


729 


4240219 


(AB020672) KIAA0865 protein [Homo sapiens] 




1 732 


3165370 


(ABO 1 1 874) alpha subunit of dinitrogenase reductase (Fe protein) I 
[unidentified nitrogen-fixing bacteria] 


9.3 \ 


733 


3882195 


(AB018280) KIAA0737 protein [Homo sapiens] 


2e-061 j 


! 735 


3859938 


(AF08 1101) reverse transcriptase [Lymantria dispar] "™ j 


2.3 


; 737 


974143 


(L42542) RLIF76j>rotein [Homo sapiens] ] 


8.4 | 


738 


t 

\ 

\ 

3877493 t 


(Z48583) similar to ATPases associated with various cellular \ 
activities (AAA); cDNA EST EMBL:Z14623 comes from this gene; 1 
cDNA EST EMBL:D75090 comes from this gene; cDNA EST j 
EMBL:D72255 comes from this gene; cDNA EST yk200e4.5 ... i 


i 
I 

3e-047 I 


739* 


4240235 


(AB020680) KIAA0873 protein [Homo sapiens] 


3e-052 


740 


4191810 


(AB006532) DNA helicase [Homo sapiens] 


le-065 ] 


1 741 


4507851 


reserved protease [Homo sapiens] 


2e-071 J 


742 


3876797 


(Z81531) cDNA EST EMBL:D66579 comes from rSST geiieTcDNA 
EST EMBL:D70408 comes from this gene; cDNA EST yk263d3.5 
comes from this gene; cDNA EST yk275cL5 comes from this gene; 
cDNA EST EMBL:C10270 comes from this gene [Caenorh... 


2.7 


743j 


4376875 i 


(AE00 1 642) CT465 hypothetical protein ~ %53j^J2 


744 


91305 I 


sperm mitochondrial capsule selenoprotein - mouse 5 0.32 


\ (U970 1 6) similar to drosophila Rlc 1 gene product ribosomal protein 1 
745( 1938549 IL4 (YML4) (NID:g459259) !9e-016 


J751J3882189 


(ABO 1 8277) KIAA0734 protein [Homo sapiens] 77.8 ~ "~ \ 


752 


505665 t 


(U08023) novel cellular proto-oncogene [Homo sapiens] ^7.8 ~ 1 


753 


3170498 


(AF052872) APETALA3 homolog PcAP3 [Papaver californicum] \ 6 ~ \ 


754! 


1082243 


autotaxin precursor- human >gi|537906 ^2.6 1 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID ACCESSION 



755)4507721 



DESCRIPTION 1 



756| 3036883 


; : "757:543593 


; 758 


79960 


759 


3882195 


1 766 


1707719 


1 767^2133808 


768^469880**" 


769:4454062 


770 


137532 


771 


1098985 " 


772 


4378891 


773 


4557489 


774 


^35894 


775 


477495 



titin>gi|1212992|emb|CAA62188| via Swiss-Prot; available at 
\hypo^Ja£al39.SK protein (clone GV-B) - garlic virus B 



P VALUE 



il- 5 
10.68 



0.06 



hypothetical 30.5K protein - Enterococcus faecalis plasmid pAM-betaj- 

iLSSil^^ _ 'l£: 024 

6e-060" 

9^_ 



: irnm™^^obulin heavy chain - nurse shark 



KAJ13291 1 ) NorD p rotein [Bradyrhizobium japonicum] 



113 
hi 



PROTEIN C2 >gi|74386|pir||WZVZB6 59K Hindlll-C protein - 
\ vaccinia virus (strain WR) 



5.9 



4.4 



j[U4203jJ^^ 



|3.4 



S (AF 13248 1) EselL protein [Mu^musc^^ 



; cone-rod homeobox PROTEIN >gi|2665534 (AF02471 1) cone rod 
jhomeobox protein 



94 J peripheral benzodiazepine receptor - human 

jcelWatejdeterrru^ protein - rat 



2.6 



1.5 

,6752' 



:o.5i 



1945493 



;(U56965) Similar to NAD(P) transhydrogenase, mitochondrial; codedf 
j for by C. elegans cDNA yk27c 1.5; coded for by C. elegans cDNA [ 
|yk35b9.5; coded for by C. elegans cDNA yk35b9.3; coded for by C. I 
Megans^ coded for by C. elegans ... 0.39 



746516 



^(U^IZl^^ elegans] 



778 



779 



249^786^ 
2134384 



\ GL YCEB^^ 

PRECURSOR (GPAT) (P90) acyltransferase homolog - mouse 



0.059 



780 
782 



4176500 



500858 



4204294 



j^odK^^ (fragment) gallus] 



ii^}^}JJ1^3^^11iWi^l Protein) 
(D141 68) 50kDa lectin [ Bombyx mori] 



i^^?^2iMEl- se< l No definition line found 



783 



500858 



|<S>14^ [Bombyx mori] 



784 



3184082 



](AL023781) N-terminal acetyltransferase 1 



785 



3184082 



7861 



1330401 



78711330401 



788 
789! 



790 



791 



800 



801 



802 
803 



804 



805 



J 106 
807 



808 



3879850 
T07219§T 



(AL023781)N-terrninal acetyltransferase 1 



jQi!^^ [Caenorhabditis elegans] 



ffl^i^^ [Caenorhabditis elegans] 



(Z81 ^^^T^^^^^Qt^^AQX 

(IJ4^ [Caenorhabditis elegans] 



3327160 



3413886 



1903264 



2739276 



4521264 
2144044" 



i^J^^lMit^J 3 protein [Homo sapiens] 



sapiens] 



^ll^l^hy^^^}^]^^^^ [Pisum sativum] 



lA^^JLZQ^EI^^ 11 " proteinkinase 



01GC-R2 



zinc^fi^^^ protein AT-BP2 [Rattusj^ttus] 



4049682 



2842704 



1526981^ 
1082243 



3660667 



(AF063866) ORE MSV092 hypothetical protein [Melanoplus 
sangmnipes entomopoxvirus] 



0.058_ 
; "6.015 

;6.ooi"" 

f|e-010 
3e-010 

*Y£dio 

6e-dl4 

;3£6l4 

,6e-030 

%^)30 

8e-034 

Je-037 

le-062 

Ic-Oll 

9.5""" 

5.6 ' 

14.3 



HYPOTHETICAL 73.3 KD PROTEIN C6G9.14 IN 

6. 1 1 pr otein 



P£99945)j^^ like protein [Salmonella 



autota^ >gi|537906 



(AF055079) in^ 1 ,4,5 -trisphosphate receptor 



3.2 



2.5 



2.5 



2.4 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



809 



810 



2500002 



4507721 



DESCRIPTION! 



PHOSPHORIBOSYLAMINE-GLYCINE LIGASE 
PHOSPHORIBOSYLFORMYLGLYCINAMIDINE CYCLO- 
LIGASE (AIRS) synthetase, aminoirnidazole ribonucleotide 
synthetase, glycinamide ribonucleotide transformylase {EC 6.3.4.13, 
633^2,12^2} JChkonomus ten^ans, Peptide, 1371 aa _ 
titin~>gi|T2129^ 

E!*^^ [Homo [1 .5 



Jj^VAUJEj 



[2.4 



811N507721 



812 



_813 
814 



titin >gi|1212992|emb|CAA62188| via Swiss-Prot; available at 
presra^^e-mail from LABEIT@EMBL-Heidelberg.DE [Homo 



11.4 



2833215 



INTERFERON-ACTIVATABLE PROTEIN 205 protein - mouse 
>gi|385703|bbs| 133592 (S62227) D3=lipopolysaccharide-inducible 
J^nic£^i^£optoges 5 Peptide, 425 aa] [Mus sp.] 



[1.1 



12629 10_ 
1245061 



QIll§^S^^^l^^L?S^ te synthetase [Plasmodium falciparum] !0.64 



(U46Q69) fertilin alpha subunit [Oryctolagus cuniculus] 



(AL034358) predicted using hexExon; L4830.10, Hypothetical 
protein, len: 816 aa [Leishmania major] 



10.005 



815 



4493746 



^0.003 



816 



3283350 



{^■^^ [Mus musculus] 



\ 0.003 



817 



4204294 



ii^£^}^M}J^^L-^~ No definition line found 



!3e-006 



818 



4309681 



819 



3293547 



ISe-Olf 



820 



1086900 



( W 1278)£ontains similarity to G beta repeats 



i2e-028 



82L3878739 



822 
823 
841 
842 



843 



(Z73428) similar to Zinc finger, C3HC4 type (RING finger); cDNA 
EST EMBL:D67323 comes from this gene [Caenorhabditis elegans] 
>gi|3881096|emb|CAB16481| finger); cDNA EST EMBL:D67323 
comes from this gene 



3882195 



3095186 



i^E9^ZM51 c !£S9 —SS—3,MS—B.JJ^.,— [Homo sapiens] 



1915885 



(Y08370) alpha-amylase [Crassostrea gigas] 



232620 



j(S41487) possible ribosomal protein=l(3)S12 Canton S wild type 

melanogaster] 



|6e-031 
lle-053^ 
r7e-060^ 
;9.2 

9.1 



1731338 
387326 f 




HYPOTHETICAL 73 .6 KD PROTEIN CY49.2 1 \ 
>gj|137024^em^ 



847|1175595 



(AF063866) ORF MSV173 putative serine/threonine protein kinase 
Swinepox virus C20L homolog (vaccinia F10L), similar to 
S\VjP32216 [Melanoplus sanguinipes entornopoxvirus] 
HYPOTHETICAL PROTEIN HI [255" " ~~ ----------- 



15.5 



4.1 



848 446631 



collagen:SUBUNiT=a lpha2:ISOTYPE=IX [Homo sapiens] 



|4.1 



849 627171 



odz protein - fruit fly (Drosophila sp.) producr^tenascin homolog 



13.2 



850 3986440 



f ,3.1 



851 



91312 



stem cell protein ERA- 1-399, retinoic acid-induced - mouse 
>g^87146 (M221 15) ERA- 1-399 protein [Mus musculus] 



852 : 



4102043 



853 



746516 



(^J008203^omeobox protei^ _ _ 

fflJII^^ elegansf 



J 1-4 
J 1.3 
76.28 ' 



85412935691 



1^1^^ bacteriophage 0.2 1 



855! 99972 



^856: 11 69288 
85713721912" 



858 868241 



859 4 3293547 
86012228750 



nodule-specific (hydroxy)proline-rich protein 



iO.014 



DIHYDROXYACETONE KINASE (GLYCERONE KINASE) 
> gi|493 083 (U09771) dihydroxyacetone kinase 



ffl?!^^ elegans] 



; le-005 
le-Oll" 
' 3e-012 



,(A£9lZ?Z9!?iES^Y? ^^°I5^1i£l ase [^SEt?? 11 ^ 65 lividans] 



(U93868) RNA polymerase III subuiiit [Homo^ 



5e-013 
Tie-015 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



DESCRIPTION 1 



[HYPOTHETICAL 24.2 KD PROTEIN C13A1 1.03 IN 

861; 1 175412 



883 



884 



885: 



886 



887 



888 



4505413 



3308984 



3273643 



non-metastatic cells 5, protein expressed in ^ucleo^ 
kinase) KINASE HOMOLOG 5 (NDK-H 5) (NDP KINASE 

PJB008M6^^ 



<5e-021 



1170338 



1125745 



2921102 



88911707199 



HETEROCHROMATIN PROTEiNThOM (HP 1 

ALPHA) (ANTIGEN P25) >gi|18431 1 (L07515) complete cds.], 



\9 
9 



(U42832) coded for by C. elegans cDNA ykl07c8.5; coded for by C. 
elegans cDNA ykl07c8.3; Similar to UDP-glucuronosyltransferase. 
[Ca£norhabditis elegans] 



iJ^?2M^ elegans] 



6.9^ 
6.9 " 



_l 



890(1125745 



891 



892 



893 



894 



(U42832) coded for by C. elegans cDNA ykl07c8.5; codedfoffbyHcr 
'elegans cDNA ykl07c8.3; Similar to UDP-glucuronosyltransferase. 



6.8 



12493564 



2276148 



1346425 



4234795 



895 



3874963 



896)3875723 



89711086593 



PUTATIVE RIBOFLAVIN BIOSWIT^^ 
>gi|1707704|emb|CAA69508| (Y08256) riboflavin biosynthesis 



^5.3 



(5.2 



L-LACTATE DEHYDROGENASE 1.1.1.27) - Mycoplasma 

£55!^^ 1 80 



(AF078 135) i unknown [Leptospira^orgpetersenii] 
(Z92780) cDNAE^^ 
[Caenoriia^dins elegans] 



^5.2 



i5.2 



898)3289979 



j[^4270)^^ 



^899)2208965^ 
900)4539386 



•4 

1X9" 

~3.9 

' : 3T 



901 



902 

"903 



2662561 



2129184 



2317864 



pheromone shutdown protein homolog -Ivfe&a^ 

>gi| 1592009 (U67576) pheromone shutdown protein (traB) 

JP^ejrhai^ 



904^808242 
"905 3327128 



906 

~907 
908 



909 



294529 



3005087 



3297817 



: 3_ 
" 1.8 



i 1-3 



type i] 



10.46 



J0.35 



3941342 



910 



911 



912 
^3 



940 



480989 



KAF043250) mitochondrial outer membrane protein [Homola^ns]" 
|>gi|3941347 (AF043253) mitochondrial outer membrane protein 



10.12 
TOJ025" 



2842526 



4226073 



I0.01 



(AL021746) hypothetical anaphase promoting factor component 
I??^^ complex 



|5e-006 



3e-018 



3551821 
3882195* 



279539 



(AF 125443) contains similarity to S. pombe phosphatide 
£5^^ _ <4e-022 

, [1^!^ JEE iens ] ™" ; 3e^038" 

*£ABM sapiensj ™ " "^'^ i 4e^5 1 

; RNA-directed RNA polymerase (EC 2. 77*7 ^48) - Marburg virus "(strain f ~" 

jMssek^^ ! 8.7 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEgm^CCESSlON^ 
9411117865 


DESCRIPTION 1 


P VALUE 


CYTOCHROME B >gi|2144288|pir||H22848 ubiquinol--cytochrome- 
c reductase (EC 1.10.2.2) cytochrome b - Sauroleishmania tarentolae 


8.6 


t 

942,3764008 


(AL008970) predicted using hexExon; MAL3P4.10 (PFC0515c), 
Hypothetical protein, len: 1237 aa J 8.6 


I 
j 

1 

943j 3649770 


(Z98547) predicted using hexExon; MAL3P3.1 1 (PFC0380w), Dually" 
specificity protein phosphatase, len: 581 aa; Similarity to protein j 
phosphatases. S.cerevisiae protein-tyrosine phosphatase YVH1 j 
(SW:PVH1 JTEAST) BLAST Score: 123, s... |6.5 


\ ^(U42832) coded for by C. elegans cDNA ykl07c8.5; coded for by C. [ \ 
\ j elegans cDNA ykl07c8.3; Similar to UDP-glucuronosyltransferase. j j 

^^2125745 ^Caenojrha^^ l^A 

| 945j 2208965 \ (Y 1052 8) cyanide insensitive terrninal oxidase [Pseudomonas |5 
| 946f 2146997 : L-selectin precursor - rabbit >gi|847788 ^5 


: ~1 !ALANY£-TRJ^A SI^ThETASE (ALANINE--TRNA LIGASE) \ 
j j(ALARS)>gif95227|prr||S16897alanine»tRNAligase(EC6.1.L7)- \ 
947| 1 3509 1 i Rhizobium leguminosarum bv. viciae synthetase [Rhizobium \ 3 . 8 


r 

i 
\ 

948) 1171815 


NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4 { 
>gi|l 02585|pirf|S2602 1 NADH dehydrogenase mitochondrion j 
(SGC4) >gi|559495|emb|CAA38170| (X54253) ND4 protein [Ascaris b.8 


I 

ii 
1 

949(2120034 


glycoprotein B homolog precursor - feline herpesvirus 1 \" 
>gi|261095(bbs|120003 (S49775) glycoprotein B homolog [feline ) 
herpesvirus type 1 FHV-1, Peptide, 948 aa] [Feline herpesvirus 1] \ 1.7 


j 

950 f 4507539 


UNKNOWN >gi|2587054 (AF027204) putative tetraspan 
transmembrane protein L6H [Homo sapiens] 




1 ; 

9511417237 


CHEMOTAXIS LAFT PROTEIN parahaemolyticus >gi|677909 
(U20541) LafT [Vibrio parahaemolyticus] >gi| 15 18953 (U52957) 


0.26 


5 952J3798624 


(AF082100) FK506 polyketide synthase [Streptomyces sp. MA6548] 


0.12_ ( 


i 

953|4493746 


(AL034358) predicted using hexExon; L4830.10, Hypothetical 
protein, len: 816 aa [Leishmania major] 


f~ " 1 
aoo3__j 


954lll75412 


HYPOTHETICAL 24.2 KD PROTEIN C13A11.03 IN 
CHROMOSOME I >gi|9 84224 |emb|CAA90804| 


1 

6e-014 | 




(AB020680) KIAA0873 protein [Homo sapiens] '* 8e-044 \ 


j 

976> 1350599 


RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE ALPHA ! 1 
CHAIN (RIBONUCLEOTIDE REDUCTASE) reductase (EC | j 
1 . 1 7.4. 1 ) - Mycoplasma genitalium (SGC3) reductase, alpha chain j 8.2 


W ~ " " " 1 

j 

9771731840 


HYPOTHETICAL 23.9 KD PROTEIN IN SGA1-KTR7 
INTERGENIC REGION >gi|l 077785 |pir||S49791 probable 
membrane protein YIL089w - yeast (Saccharomyces cerevisiae) 
>gi|577125|emb|CAA86705.1| (Z46728) YI9910.07, unknown orf, 


6.4 


97812132436 


probable membrane protein YDL1 1 8 w - yeast \ 


6.3 """ ; 

63 * j 


9791 1710518 


60S RIBOSOMAL PROTEIN L22 homologue to human L22 ; 


1_ 980^602956 
98lT2 146997 


( AF04 1 468) rbcR homolog [Guillardia theta] 14.9 
L-selectin precursor - rabbit>gi|847788 ^4.8 j 



|(AL023838) predicted using Genefinder; similar to Helix-hairpin- * s 
(helix motif; cDNA EST yk241dl2.5 comes from this gene; cDNA \ j 
(EST yk401c3.5 comes from this gene; cDNA EST CEMSE47F I j 



982i3880890 ! comes from this gene [Caenorhabditis elegans] ;4.8 



983(3880727 


(AL032632) predicted using Genefinder 


f 2 ; 8 " 








INADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 


\ 




984 


1352547 


>gi|2147757|pir||S62766 NADH dehydrogenase caldarium) 
mitochondrion (fragment) subunit 2 [Cyanidium caldarium] 


>2.2 




985 


3551845 


(AF071879) capsid protein [Porcine circovirus] 






| 

__986j 3249009 


(AF068139) S5 ribosomal protein/maturase fusion protein 
[Cryphonectria parasitica] 


1 — 
12.1 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 




1 SEQ ID 


ACCESSION 


DESCRIPTION1 


| P VALUE 


j 987(1707126 


^8045jjT16Ali [Caenorhabditiselegans^ *~ 


2.1 


1 988 


1497971 


[(U55797) VP6 [Bluetongue virus] 


:1.7 


j 989 


3877568 


(Z70208) similar to collagen 


10. °7 


! 990 


3309543 


(AF036382) MLL [Fugu rubripes] 


lle^OOS 


j 991 


[4240235 


(AB020680) KIAA0873 protein [Homo sapiens] 


T2e"039 


I "^ioi5 


3257605 


(AP000005) 484aa long hypothetical protein 


r 8.2 








(X57019) unnamed protein product [Homo sapiens] 










>gi|238775|bbs|65126 (S65125) putative tyrosine kinase 






1016 


37593 


receptor=UFO [human, NIH3T3, Peptide, 894 aa] 


8.1 




1 1017 


746533 


(U23520) similar to cuticular collagen [Caenorhabditis elegans] 






L 1018 


729045 


BETA CASEIN PRECURSOR scrofa] 


-7.9 








INTERLEUKIN- 1 BETA CONVERTASE PRECURSOR (IL-1BC) 


1 

i 




1019 


1170463 


(IL-1 BETA CONVERTING ENZYME) (ICE) converting enzyme 


% 1 8 




102011197641 


(U46859) DdhB [Yersinia enterocolitica (type 0:8)] 






1021 


2104691 


(U92794) alpha glucosidase II, beta subunit [Mus musculus] 


|4.7 


| 1022 


1 139577 


(D63706) Orf5 [Streptomyces griseus] 


\4J 






EARLY GLYCOPROTEIN GP48 PRECURSOR glycoprotein (18) 


1 


f 1023 


136785 


[human herr^s\^ 




\ 1024 


1314757 


(U54761) phosphoglucose isomerase [Erwinia amylovora] 








PUTATIVE TRANSPOSASE FOR INSERTION SEQUENCE IS408^ 






>gi|309869 (L09108) IS408 transposase; putative [Pseudomonas 




it I 1025 


12497383 


cepacia] >gi|1097384|prf]|21 1342 1C transposase [Burkholderia 


!l.6 






CHITOOLIGOSACCHARIDOLYTIC BETA-N- 


\ 






ACETYLGLUCOSAMINIDASE PRECURSOR (BETA- 








GLCNACASE) 3.2.1.-) - silkworm >gi|9983 77 |bbs| 165 703 (S77548) 




1 1026 


1346281 


chitooligosaccharidolytic beta-N-acetylglucosarriinidase, beta- 


10.7 






ALPHA-1D ADRENERGIC RECEPTOR (ALPHA 1D- 


r ■ 






ADRENOCEPTOR) (ALPHA- 1 A ADRENERGIC RECEPTOR) 




0 j 1027 


3121722 


receptor [mice, brain, Peptide, 562 aa] [Mus spj 


0.18 1 


UJ : 1028 


4071321 


(AF073954) Y-box protein MSY2 [Mus musculus] 


0.14 1 


Q \ 1029 


1293835 


(U56965) C15H9.5 gene product [Caenorhabditis elegans] 


10.11 




KAC004084) similar to GTPase-activating proteins; 35% similar to 


j 


U ! 1030 


2822157 


JC5047 (PID:g2136083) [Homo sapiens] 


? 2e-013 j 


M . 1040 


1877301 


(Z92774) hypothetical protein Rv3570c 


|*L _| 






GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP- 










GAMMA) >gi|423252|pir||S32369 gamma-SNAP protein - bovine 


1 
1 






j>gi|298669[bbs|127528 gamma soluble NSF attachment protein, 


1 




1041; 


3024629_^ 


gamma SNAP=N-emyl-maleirnide-sensitive fusion grotein attachment 


7.8 j 








UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 7 








[(UBIQUITIN THIOLESTERASE 7) probable membrane protein 


1 








YIL156w - yeast (Saccharomyces cerevisiae) 


j 




1042 


731044 


>gi|557767|emb|CAA86122| (Z38059) orf, len: 1071, CAI: 0.13, 


7.6 1 




1043* 


2190592 


(U78315) Hermansky-Pudlak syndrome protein homolog [Mus 


4.3 




1044 


2627435 


(AF013614) No definition line found [Fugu rubripes] 


3.5 \ 




1045 


3881166 


(AL032641) Y5F2A.3 [Caenorhabditis elegans] 


2 \ 








LA PROTEIN HOMOLOG (LA RIBONUCLEOPROT EIN) (LA 






1046 


729918 


AUTOANTIGEN HOMOLOG) ^ 


0.009 ! 








(Z83819) dJ146H2L2 (similar to CYTOCHROME B-245 HEAVY 






1047 


4106562 


CHAIN) [Homo sapiens] j 3e-0 1 7 \ 






I 


down-regulated in adenoma protein down-regulated in adenoma 








[(DRA) - human >gi|291964 576-580, 579-583; acidic transcr. activ. | 






1048 


4557535 j domain 620-640,; homeobox motif 653-676 [Homo sapiens! i4e-026 j 




1049 


4240235 | (AB020680) KIAA0873 protein [Homo sapiens] 


le-037 j 




1050j4240235 KAB020680) KIAA0873 protein [Homojajgdens] 


2e-056 _ 1 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 



1065 



1066 



1067 



1068 



ACCESSION 



586240 



3413410 



1170758 



867985 



DESCRIPTION! 



VITAMIN 

GLUTAMYL CARBOXYLASE) 4.1.1.-)- bovine >gi|2893 99 j 



J^VALUE^ 



(AL03 1 23J230^^ 5 



^ALECTIN-3 (GAIACTOSE-!^ 
ANTIGEN) (IGE-BINDING PROTEIN) (35 KD LECTIN) 



(L^^ orthoreovims] 



!9.6 



7.4 



1069 



1070 



1071 



1072 



1073 



METALLOTHIONEIN (MT) lucius] >gi|62783lemb|CAA49636| 
127494 XQOW^a^^^^L 



[(AL023634) palmitoyl-protein thioesterase precursor 
3 1 5025 9 iL?£!H5 0 J a £Si??£? m y c es pombe] 



7.4 



7.3 



328647 



2605979 



137532 



1074^3769620 



1075 



687367 



1076 


3915901 


"""1077 


2317934 


1080 


3878966 


1081 


2341037 


1084 


4508019 



IMilZ^E)^ ^^^L^SF?^2^ Q ^ QV ^ virus type 1] 



;5J 
T43 ' 



PROTEIN C2 >gi|74386|pir||WZVZB6 59K Hindlll-C proteiii ■ 
y^chn^jraus (strain WR) 



■3.3 



3.3 



(U15829) envelope glycoprotein V3-V5 loop > region '[Human 
mmimo^fid^^ 1] 



3.3 



TRANSCRIPTION INITIATION FACTOR TFIID 60 KD 



1.4 



1085; 



1086 



1087 

I09T 



3877198 



J<2^^ 

zincjfin^^protein sapiens] 
(Z69903) predicted using Genefinder; 'Sumlan 

I (SW:KC1D_RAT); cDNA EST EMBL:D65322 comes from this ' 
gene; cDNA EST EMBL:D68704 comes from this gene; cDNA EST 

^ \4 



171998 



;0.48 

To!37 

Wl " 

"23 " 
'8.9'" 



(J0269~l) mitochondrial phenylalanyl-tRNA synthetase alpha subunit 

jjrecurj^^ 



135574 



1718312 



1 LARGE TEGUMENT PROTEIN BPLF1 reading frame, 1 NXT/S, 
janalogou£t 4] 



2.3 



1092| 1076012 
l^j 882341'^ 

1095(1086900 



1096 



1097 



1098 



1099 



4519908 



3043868 



stress-sensitive restriction system protein 2 - Coryneba^erium~ 
glutamicum (ATCC 13032) >gi|549844 restriction endonuclease 
^Sl!^^ It contains a typical 



i0.77 



[9.8 



S^MBQ^ thaliana] 



(AJW5£^2^ 



2494294 



1100 



1101 



1105 
T1O6 



3879748 



i(Z72514) predicted using Genefinder; slrmlar to collagen; cDNA"' 
jEST EMBL:M89258 comes from this gene; cDNA EST \ 
|EMBL:D68856 comes from this gene; cDNA EST yk232el 1 .3 comesl 



17.5 
J6.7f 
J6.5V 
Tle-028 1 

'|6 
3.9 

"J5 



1123087 



3880809 



1772652 



j(AL02l483) similarlo"Prob^^ 
jEMBL:D34945 comes from this gene; cDNA EST EMBL:D27313 
(comes from this gene; cDNA EST EMBL:D34829 comes from this 
ig£!HL!^^ gene; cDNA 



0.079 



5e-006 



113000 



j£yi!^^ ~ 15 8 

i^IMM^P 1 ^ 0 PROTEIN ' ~ " 



3e-011 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


| SEQ ID 


j ACCESSION 


1 DESCRIPTION 1 


1 P VALUE 


1107 


12702276 


KAC00303 3) putative beta-glucosidase [Arabidopsis thaliana] 






1108 


1 504006 J (D86966) similarto human ZF Y protein. [Homo sapiens] 




4.2 


1 110912337833 


((Z98604) hypothetical protein MLCB2052.27 




'1.8 


i llio! 3 122952 


jTIPD PROTEIN >gi|2407788 (AF019236) TipD [Dictyostelium 




;6e-019 


j 111214049344 


(AL034567) putative protein [Arabidopsis thaliana] 


6.8 


i 

1 




glycoprotein - rat >gi|986943 (L08134) glycoprotein [Rattus 






1113 


12143767 


| norvegicus] norvegicus] 




0.018 


1116 


200135 


!(M63849) 2-5' oligoadenylate synthetase [Mus musculus] 




y.9 


! 1119 


133135 


MITOCHONDRIAL RIBOSOMAL PROTEIN VAR1 1-339) 




9.7 " 


1120 


1580768 


(X92688) NADH dehydrogenase [Pecten maximus] 




1121 


i^ 87868 


J(AF069302) Orf2 [Pediococcus pentosaceus] 


11.5 


i 




(AF051933) cyclin T; positive elongation transcription factor b cyclin 




' 1123 


3851496 


1 subunit [Drosophila melanogaster] 




3.4 


f 1131 


3877133 


(Z83109) predicted using Genefinder 


6 


1 




DNA POLYMERASE (A PROTEIN) 2.7.7.7) - ground squirrel 






I 1132 


118864 


hepatitis virus >gi(325402 




4.6 


) 1133 


415638 


(U03388) cyclooxygenase 1 [Rattus rattus] 




4.5 " 


! 1134 


^100099 


(U93502) hypothetical protein 256 [Secale cereale] 


12.7 


1 1135 


2130154 


hypothetical protein 241 - maize chloroplast 




1.2 ~~" 


t j 1136 


4521280 


(ABO 1 1832) cytochrome c oxidase subunit I [Dicyema misakiense] 




0.94 




2706875 


^(m5084)NCAM-180 [Cynops pyrrhogaster] 




6.68 




746516 


(U23517) D1022.7 [Caenorhabditis elegans] >gi|3258651 elegans] 


% 
\ 


0.061 


f 1139 


746516 


XU23517) D1022.7 [Caenorhabditis elegans] >gi|3258651 elegans] 


\ 


0.061 






(U97016) similar to drosophila Rlcl gene product ribosomal protein 






^ 1 140 


1938549 


L4 (YML4) (NID:g459259) 


\ 


5e-017 






(U97016) similar to drosophila Rlcl gene product ribosomal protein 


\ 




3 ' ii4il 


1938549 


L4 (YML4) (NID:g459259) 


3e-017 


1 1142 


3851703 


(AF100421) p80 [Rattus norvegicus] 




le-056 


J 1 1143! 


4191810 , (AB006532) DNA helicase [Homo sapiens] 




8e-066 


J j 1144 


3 85 1 703 [( AF 1 00420jp^0|Rattus norvegicus] 


'j8e-076* 


J 1163 


82620 \ probable serine-rype carboxypeptidase (EC 3 .4. 1 6.1 ) - wheat 


19.7 


J 1164 


3879471 


(Z69885) predicted using Genefinder 


19.6 


j 1165 


1075011 


mercury resistance regulatory protein KW20) 


T9.5 ™ ^ 


* 1166 


4490715 


(AL035680) r>utative protein [Arabidopsis thaliana] 


193 


1167 


487418 


(L20303) actin filament-associated protein [Gallus gallus] 




Z6 






trypsin inhibitor, WTI [Triticum aestivum=wheat, variety San 






\ 1168 


560610 jPastore, endosperm, Peptide, 71 aa] 


=7.5 




j(AE001240) spermidine/putrescine ABC transporter, permease 




" ~ 1 


[ 1169 


3322954 jprotem^(potB) [Treponema pallidum] 


\7.5 \ 


[ 1170 


1707179 


(U80839) ZC204.15 gene product [Caenorhabditis elegans] 


',1A 1 


1171 


209619 


(JO 1901) major coat protein A [Adeno associated virus 2] 


773 I 


1172 


1657233 


(D88529) serine acetyltransferase serine acetyltransferase [Spinacia 




7.3™ | 


11731 


722375 


(U23139) similar to phospholipase ADRAB-B precursor 




12" 1 



ft AIL FIBER PROTEIN GP37 (RECEPTOR RECOGNIZING 



1174 


(PROTEIN) >gi[76090|pir||TLBP74 tail fiber protein gp37 - phage T4 \ 
]>gi|15374|emb|CAA24228| (V00863) gene 37 [coliphage T4] j 
138018 I>gi|215887 (J02509) tail fiber protein 37 [Bacteriophage T4] h.S 




1001217 


JP64003) hypothetical protein 4.4 


1176 


1175410 


HYPOTHETICAL 126.5 KD PROTEIN C3 1A2.16 IN \ 
CHROMOSOME I >gi|2130427|pir||S58108 hypothetical protein U.4 


1177 


2829216 


(AF044287) delta adaptin subunit of AP-3 [Drosophila melanogasJte^|4.2 


1178 


1084374 


histone-lysine N-methyltransferase (EC 2.1.1 .43) large chain N- " j ; 
methyltransferase - garden pea carboxylase large subunit N- [ 
methyltransferase [Pisum sativum] 1 4.1 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 



1179 



1180 



1181 



1182 



ACCESSION 



DESCRIPTION 1 



567166 



(L03172) This CDS feature is included to show the translation of the 
I corresponding Vregion. Presently translation qualifiers on Vjregion 
features are illegal. 



P VALUE 



2492625 



HYPOTHETICAL 49.3 KD PROTEIN C09G5.1 IN 
OKOMOSO^^ 



3.8 



1065455 



3406753 



OJ40410) codedfor by C.^legans^Dl^ 
jelegans cDNA yk9el0.3; multiple regions of similarity to EGF-like 
re^ej^an^ 



3.2 



12.6 



jl83|jm65455 
1184 4539761" 



1185 
\ 186 



(U40410) codedTor by C- efegans cDNA yk9el0.5; coded for by C. 
elegans cDNA yk9el0.3; multiple regions of similarity to EGF-like 

^P^±^§J^^^£^ch. repeats 



2.6 



101919 



{^}}^22}}l^}}I3Il peroxidase^ 



329876 



J187J3881059 
1188 



Q^?193^1 £9^E^^^SB?^^P virus]* 



1189 



1 190 
1191 



1192 



(A]U)j^^ 



29£1221_^ 



4566750 



.2.5 
y 2.5 
]2jf 
1.5 



552072 



1438951 



3875904 



j[M^3235)_ab^ putative 17r? 



0.62 



(Z70207) predicted using GenefmS^ 
EST EMBL:D65905 comes from this gene; cDNA EST 
EMBL:D65858 comes from this gene; cDNA EST EMBL:D69306 
cona^^ comes from this 



1193 

Tl94; 

"1195)3435157 



3150503^ 
lf0849 



(AF067217) contains sirmlarityToln^^ 
j(Pfam: myosin head.hmm score: 602.72, 40.38 and 128.290) and 

phorbol esters/diacylglycerol binding domains (Pfam: DAG PE- 
J^ncUniirr^ and 36.32) 



10.025 



1196 



3287336 



1 197 4226073 
1 198[86824f ~ 



^0.002 



£ r ^ lin £"E^H°i?? "J^!£H2k ne "H£jLPI2?£i n fi^JHS^HlP s ] 1 5e-005 



(AF0 14903) NADH dehydrogenase subunit 2 [Pan troglodytes] 



)7e-011 



(AF125443) contains similarity to S. pombe phosphatidyl synthase 



SSe-011 



1199 



1200 



1201 



3894323 



i2e-011 



^5e-012 



466102 



3608372 



1202: 



1203 



1204 



1205 



1206 



1207 



1245 



1246 



1247 



1248 



3293547 



PUTATIVE AMINOPEPTIDASE ZK353.6TnctS5*^ 
|>gi|1078908|pir||S44657 ZK353.6 protein - Caenorhabditis elegans ; 
;>gi|289760 (L15313) homology with leucine aminopeptidase; coded j 



I^^lE!!^^ J^atms_§2e"-016 



4567068 



4507851 



|2e-019 



^3e-031 



jle-048 



[(AF081788) putative spliceosome associated protein [Homo sapiens] ^ 



4519883 



2370558 



!2e-064 



(Z98763) putative Inositol polyphosphate phosphatase 
PcJ^zoj^charomyces pombe] 



!3e-071 



i^M5L^^ 



I 

19.1 



409711 



1 8.3 



4323053 



:8.3 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 


ACCESSION 


DESCRIPTION1 




P VALUE 






C4B-BINDING PROTEIN BETA CHAIN PRECURSOR 






124< 


> 2493794 


>gi|2143627|pir||S57960 C4BP protein beta chain precursor - rat 
>gi|899382|emb|CAA90392| (Z50052) C4BP beta chain, leader 




j 

! 8.2 


125( 


PT703342 


APOLIPOPROTEIN D PRECURSOR 


— 


6.8 


1251 


I 133652 


PROBABLE RNA-DIRECTED RNA POLYMERASE polymerase 
(EC 2.7.7.48) - southern bean mosaic virus mosaic virus] 




6.6 


125: 


! + 2128472 


\ hypothetical protein MJ0749 - Methanococcus jannaschii 
>gi|l 591462 (U67520) conserved hypothetical protein 




1 


1253 


i 

2499265 


NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4 

>gi|l 182022|emb|CAA56534| (X80245) ND4 [Locusta migratoria] 




! 

16A 


1254 


r 1098322 


|Ran/TC4-binding nucleopore protein [Homo sapiens] 




^5 3 


1255 


283518 


homeotic protein smox-5 - fluke (Schistosoma mansoni) >gi|161 1 10 
(M85304) homeodomain protein 


5.2 






jEXTENSIN PRECURSOR (CELL WALL HTOROXWROLINE- 






1256 


{119714 


jRICH GLYCOPROTEIN) >gi|82169|pir||S06733 hydroxyproline-rich 
glycoprotein precursor - common tobacco >gi|19867|emb|CAA32090| 
(X13885) extensin (AA 1-620) [Nicotiana tabacum] 


4.9__ 


1257 


1176529 


HYPOTHETICAL 100.9 KD PROTEIN C34E10.3 IN 
CHROMOSOME III >gi|500726 (U 10402) C34E10.3 gene product 




4.8 


1258 


j 

116922 


COPPER RESISTANCE PROTEIN B PRECURSOR ~\ 
>gi|77826|pir||B32018 copper resistance protein B precursor - 


3.8 






HYPOTHETICAL 1 9.0 KD PROTEIN IN NNF 1 -STE24 ™ 






1259 


1352916 


INTERGENIC REGION >gill077909|pir||S57138 hypothetical 
protein YJR1 15w - yeast (Saccharomyces cerevisiae) 
>gi| 101 5833 |emb|CAA89645| (Z49615) ORF YJR1 15w 


\ 
\ 

\ 
% 


3.7 


I 1260 


1S41 1 1 


(M20677) Kruppel-related protein (AA at 172) [Homo sapiensl 


13.7 


126L 


122137 


BOLA CLASS I HISTOCOMPATIBILITY ANTIGEN, ALPHA j 
CHAIN BL3-6 PRECURSOR antigen alpha chain precursor (BL3-6) +3.6 


1262 


|(U41263) this gene lies in the intron of T19D12.4 and on the opposite* 
| strand; strong similarity to casein kinases and to C. elegans proteins \ 
1086822 L C03C10 - 2 ' F41G3.5 and ZK507.1 1 


3 


1263 


3257206 1 


(AP000003) 338aa long hypothetical protein 




3 s 


1264 


4493896 


(AL034558) predicted using hexExon; MAL3P2.18 (PFC0245c), 
Hypothetical protein, len: 3934 aa 


\ \ 
|2.8 1 






GENERAL STRESS PROTEIN A Bacillus subtilis 


i 
t 




1265 


732330 


>gi|580866|emb|CAA5 1568| (X73124) ipa-12d [Bacillus subtilis] 


•2.2 ; 


1266, 


4155225 


(AE001499) putative ROD SHAPE-DETERMINING PROTEIN 




il ! 


1267 


2224448 


(AB00 1 684) ORF54c [Chlorella vulgaris] 




1.4 \ 


"1268" 


3406654 


(AF079369) transcriptional repressor TUP1 [Dictyostelium 




L4 * j 


\269 i; 


3335561 


(AF069736) PCAF associated factor 65 beta [Homo sapiens] 




1270 


2326171 


(U62794) CDC42 GAP-related protein [Homo sapiens] 




127lT 


3406654 ( 


[AF0793 69) transcriptional repressor TUP 1 [Dictyostelium 




1272 


jprobable phosphomannomutase (EC 5.4.2.8) - Mycobacterium leprae 
2145956 j>gi|467178 (U00022) u0308b; L308 Fl 13 [Mycobacterium leprae] 


\\ ] 


1273 


2649256 ((AE001012) GMP synthase (guaA-2) [Archaeoglobus fulgidusf 


ji " 1 




345 1437 | (AL03 1350) putative secreted protein 


T0J6 1 


1275| 


1 653006 | (D909 1 0) hypothetical protein 


0.21 \ 


1276 


1001821 KD64005) nickel resistance [Synechocystis sp.] 


XiT ! 


1277 


1 123087 |(U42436) C49H3.3 gene product [Caenorhabditis elegans] 


i"o.bi'3 \ 


1278 


1 123087 j(U42436) C49H3.3 gen£jproduct [Caenorhabditis elegans] 


[00004 j 


1279 


1 83 894 l (M69054) insulin-like growth factor binding protein 6 


r7e^005 _J 


1280J 


3608372 |(AF053768) brain specific cortactin-binding protein CBP90 [Rattus 


|9e-011 _^ 


1281 ; 


11 14818 1 (AJ005891) JM2 [Homo sapiens] 


i5e-6ll 


1282": 


5608372 KAF053768) brain specific cortactin-binding protein CBP90 [Siitus - ™" 


T 7e-016 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQID 
1283 



1284 

J285 
1286 
1287 



4240307 



1288 



ACCESSION 
3608372 



3649741 



4240307 



DESCRIPTION! 



PJ/ALUEj 



iM° : lLl^ CBP90 jRattus _j 2e-6T6 

'1^^^ "~ — 1^031' 

nfe-043" 



3649741 



4557535 



1324 



1325 
1326 



1327 



3879589 



1328 



3879505 



1346035 



2648784 



142774 



1329 



1330 



1331 

"1332 



2648784 



3874201 



2358287 



3881262 



1333(974143 



1334(3287188 



1335(730684 



J336 
1337 



1338 



1255865 



2687999 



1339 
1340 
"1341 



1342 
J343 
1344 



J345 
1346 

"1348 



1349 

^1350 

1351 
1359 



623044 



987050 



1136390 



3599395 



1144514 
3406654" 



3132825 



1754989 



728834 



1123087 



3608372 



£AB0207^ [Homo ^sapiensf 



down-regulated in adenoma protein down-regulated ^ m adenoma 
(DRA) - human >gi|291964 576-580, 579-583; acidic transcr. activ. 

sapiens] 



le-043^ 
le-047 



j (Z50875) Proline rich domam^ 
'from this gene; cDNA EST yk322a3.5 comes from this gene; cDNA 
EST yk397b2.5 comes from this gene; cDNA EST yk348bl 1.5 

comes from ... 



le-060 



(AL023J16^ 



\93 
^9.4 



(AE000981) dipeptide ABC transporter, dipeptide-binding protein 



iL?Z^^ 



^7.9 



(AE000981) dipeptide ABC transporter/dipepu^e-¥£a^ 
^(dppAH 

i—J^l^l^S^^SA}^^ Genefinder ™ ™ 



;7.9 



l—S^ sapiens] 



UBIQUITIN--PROTEIN LIGASE RSP5 yeast (Saccharomyces 
J c^ev^ae)^giJ60^ cereyisiae] 



;7.9 

7.7 

T7.7" 

J 
[4.6 



j(U53340) coded for by C elegans cDNA y^^S^a^skn^ioi 
JJLJE^^ ! 3.6 



regiojiBBOl 10 



(L38896) This CDS feature is included to show the translation of the 
corresponding V region. Presently translation qualifiers on V_region 1 
features are illegal 



13.3 



ILL 
T2.7 

I2.V 

7i 4 

(U34781) Anmo-LWarnidll preprohormone [Anthopleura 



~ KX98 



1 e-609~" 



4507029 
2781381 



J sodium bicarbonate cotransporter 2 >gi|3d97316|dbj|BAA25898| 
. JA^A?^^ [Homo sapiens] 



(5e-016 



1362 



1363 



1364 



1367 



4584423 



\ 1 e-029~ 



1518135 



pe-052 



Li?£?Z± JIM2^ 



15.2 



1123087 



119760 



l£U42^^ 

! COAGULATION FACTOR X PRECURSOR 3.4.21.6) precursor 



^6.8 



: 0.001 



15.5 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 


ACCESSION 


DESCRIPTION! 


L PJ/ATUE m 
7.1 


, I 

1370] 117143 


CYTOCHROME P450 1A1 (CYPIA1) rainbow trout >gi|213780 
(M21310) cytochrome P450IA1 


i 

I37lj39l59l0 


HYPOTHETICAL 363 KD PROTEIN IN NRDC-MOBD 
INTERGENIC REGION >gi|1667570 (U76612) unknown *5.4 


1 372j 1708230 


HOMEOBOX PROTEIN ABDOMINAL-A 


4.1 

53™ 


1373j 3024292 


JrHODOPSIN >gi|2290717 (AF000947) rhodopsin [Sepia officinalis] 


1374)2996206 


(AF053723) region 2 capsular polysaccharide biosynthesis protein 
[Actinobacillus pleuropneumoniae] 


2.3 


1375(2228750 


(U93868) RNA polymerase III subunit [Homo sapiens] 




1379J79960 


hypothetical 30. 5K protein - Enterococcus faecalis plasmid pAM-beta 
1 >gi|3023044 (AF007787) orfC 


2e-025 


i 

1380 : 465532 


HYPOTHETICAL 14.2 KD PROTEIN IN BLAB 3'REGION 
>gi|282541|pir||C41855 orf3 - Streptomyces cacaoi 
>gi|217001|dbj|BAA00776| (D00937) regulatory protein for beta- 


5.7 


^^3^913279 


COAT PROTEIN PRECURSOR (CAPSID PROTEIN) >gi|535774 j 
(L09205) capsid protein [Tobacco ringspot virus] j 0.66 


I 1389j4493762 


(AL034368) predicted using hexExon; L779. 1, Serine/threonine \ 
protein kinase, len: 1359 aa; Similarity to protein kinases. A.thaliana j 
NPKl-related protein kinase (TR:O22041) BLAST score: 303, sum ^4.6 


\ 1390^131002 


PROLINE-RICH PROTEIN MP-3 >gi|200549 j 0. 1 


1391;632098 


isp3 protein - fission yeast 1 4.5 


l T 

j _1392j2496862 


HYPOTHETICAL 6. 1 KD PROTEIN C03B 1 . 1 0 IN \ 
CHROMOSOME X >gi| 1072242 (U40952) C03B1.10 gene proaucj^ 


139313851703 


(AF 1 0042 1) p80 [Rattus norvegicus] 


i | 

1399J4493762 
P 1400! 129648 


(AL034368) predicted using hexExon; L779.1, Serme/threonine 
protein kinase, len: 1359 aa; Similarity to protein kinases. A.thaliana 
NPKl-related protein kinase (TR:O22041) BLAST score: 303, sum 1 
PAIRED BOX PROTEIN PAX-1 " """" 


\ 

4.3 I 

Mil™ J 


\ 1401^4115789 


(D8986 1 ) cytochrome C-type biogenesis protein CCMF 
[Cyanidioschyzon merolae] 


1.9 


1402! 135514 


T-CELL RECEPTOR BETA CHAIN PRECURSOR precursor (ANA|O034 1 


1403 


1086833 


(U4 1 264) coded for by C. elegans cDNA CEESN26F; coded for by j 

C. elegans cDNA CEESI89F; similar to 60S acidic ribosomal protein x \ 

Po (L10) [Caenorhabditis elegans] )3e-009 j 


1404 


410416S 


(AF033339) UNC-45 [Caenorhabditis briggsae] \ 7<£oi3 ^ 


\ 1410 

r 'Tin 


1175805 
1708230" ~ 


HYPOTHETICAL PROTEIN HI1452 Haemophilus influenzae { 
(strain Rd KW20) >gi| 1 574290 j 73 


HOMEOBOX PROTEIN ABDOMINAL-A [4.2 


i 

1412^127774 


MYOSIN II HEAVY CHAIN, NON MUSCLE heavy chain | 
[Dictyostelium discoideum] J 0. 5 6 


I 14131728833 , 


!!!! ALU SUBFAMILY SB 1 WARNING ENTRY J048 1 


1414,3080645 


(AC00461 1) Hsp27 ERE-f ATA-binding protein [Homo sapiens] [3e-b08 i 


1 

1415! 3687476 


(AL031786) putative atp dependent rna helicase j 
[Schizosaccharomyces pombe] \l e-0 1 4 


i 
\ 

1416|4557535 


down-regulated in adenoma protein down-regulated in adenoma j 
(DRA) - human >gi|29 1964 576-580, 579-583; acidic transcr. activ. j 
domain 620-640,; homeobox motif 653-676 [Homo sapiens] J5e-060 1 


142l!2088648 


(AF002 1 09) hypothetical protein [Arabidopsis thaliana] i 6.9 \ 


1422T1707768 


(Y08256) orf c01038 [Sulfolobus solfataricus] j 


5.3 


^ 1 4233370996 


(AB008674) mBlm [Mus musculus] I 


I 


(Z69663) Weak similarity to Cotton isocitrate lyase j 
(SW:ACEA_GOSHI); cDNA EST EMBL:D33259 comes from this \ 
gene; cDNA EST EMBL:D35346 comes from this gene; cDNA EST 1 
EMBL:D36032 comes from this gene; cDNA EST EMBL:D73253 j 1 .8 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 


ACCESSION 


DESCRIPTION 1 


| P VALUE 


1425 


83996 


j hypothetical protein 1 (CYb-COII intergenic region) - 
ISauroleishmania tarentolae mitochondrion uncertain [Leishmania 


I 

fl.8 


_J426{ 1322210 


J(U26347) immunogobulin kappa, VJ region [Homo sapiens] 


L4 


142^3043810 


(U88273) NADH dehydrogenase subunit 4 [Sceloporus aeneus] 


(0.46 


[ 1428 3080645 

i """""" ' ; ' ' 


T (AC00461 1) Hsp27 ERE-TATA-binding protein [Homo sapiens] 


,0.0007 


* \ 

' 1429 4506223 


Iproteasome (prosome, macropain) 26S subunit, non-ATPase, 13 
J >gi|3 6 1 8343 |dbj |B AA332 1 4| 


le-066 


I 143^2944430 


[(AF050157) butyrophilin-like [Mus musculus] 


8.9 1 


1439 1652823 


i(D90908) hypothetical protein 


3 


1 
| 
\ 

1440[ 119714 
~l44l[5098i3 


EXTENSIN P^CURSOR (CELL WALL HYDROXWROLINE- 
RICH GLYCOPROTEIN) >gi|82169|pir||S06733 hydroxyproline-rich 
glycoprotein precursor - common tobacco >gi|19867|emb|CAA32090| 
(XI 3 885) extensin (AA 1-620) [Nicotiana tabacum] ! 
(L290 1 0) ORFB [Cryphonectria hypovirus] ~ \ 


0.9 \ 
0.78 1 


1442 


238617 


(S64572) nonfibrillar collagen Partial, 907 aal rStrongvlocentrotus i 


d.i " 


1443 


3522970 |(U42390) Trio [Homo sapiens] ~ ""™ ~ 


0.12* 1 


1449 


3328726 


(AE001303) ATP Synthase Subunit E [Chlamydia trachomatis] ^ 


876" ' ~"[ 


_ 1450 


501174 


(L33965) MHC class II protein [Morone saxatilis] " 1 


8.5 "i 


1451 


2661685 


(AL009199) hypothetical protein SC7B7.10 " 


8.5" " 1 


1452 


1575684 


(U70316) IonA [Dictyostelium discoideum] ™ ~~ ™" "1 





1453 


2128472 


1454 


1549329 


1455 


3845167 







Cy^^S^classjn^^ carota]' 



15 

A.9 



1456 



1463 



2833306 



j(AE001 390) ^H^h^ ! 2 9 

PUTATIVE IMPORTIN ALPHA SUBUNIT for by CTelegans "™1 

cDNA ykl 17h8.5; coded for by C. elegans cDNA yk8fl0.5; coded j 
for by C. elegans cDNA ykl34a4.5; coded for by C. elegans cDNA j 
J^lS^^ f or by C. j 1 .7 



1464: 



1731097 



j HYPOTHETICAL 34.2 KD PROTEIN F07F6.2 IN 



i55Z<£?ZZ protein 



1465 

14^139372 
146718509 " 



8.3 



8.3 



4.8 



1468(422690 



1472)265108 




oleracea] 



HYPOTHETICAL 73.3 KD PROTEIN ~C6G9.14 m 
CHROMOSOMJEI^ 



3.6 

2e-005 



2.1 



NEURONAL ACETYLCHOLINE iGsclH^^ 
ALPHA-3 CHAIN PRECURSOR (GFN-ALPHA-3) non-alpha-3 



1.6 



1485 



1486 



1487 



1488 



2315339 



down-regulated in adenoma protein down-regulated in adenoma 
(DRA) - human >gi|291964 576-580, 579-583; acidic transcr. activ. 
j^oonai^^ [Homo sapiens] 



0.7 



le-051 



19,9 



549664 



4204234 



K^0l6^^)^c£iitedns ii^la^Jc^^^e zmc fingers 
|HWOTHETICAL"23.6 KD PROTEIN WIMFrMT j— - 

[INTERGENIC REGION >gi|539152|pir||S37847 hypothetical protein I 
I YKL030w - yeast (Saccharomyces cerevisiae) \ 

Xi^9^J3J^^§:]?'^J^^ P^™? temulentum] *~" " [ 537 

i T AD TPT1 T\T v ^: 1 1 1 A ^ n I. ■ ii n r ^« n 1 • . ~ ■ - 



126390 



jLORICRIN >gi|l 10649|pir||A35628 loricrin - mouse >gi| 198871 
IM?it^^ loricrin 



i'0.14 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQID 



1489 



1492 



1493 
1494 



ACCESSION 



4557535 



1707768 



4376203 

3721 884 ' 



1495 131000 



1496 3123638^ 
- ] 497; 854055 



down-regulated in adenoma protein down-regulated in adenoma" 
(DRA) - human >gi|291964 576-580, 579-583; acidic transcr. activ. 

sapiens] 



P VALUE 



;4e-050^ 
'43 



ACIDIC PROLINE-RICH PROTEIN PRECURSOR laiivaiy "protein j 
JRattu^narvegicus] 



4.3 
"4.2' 



J^J2J2^ 



[GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 



f 3.3 
1049 

"'se-o'ib" 



I 1501 


1 

126679 


j (CARBOHYDRATE BINDING PROTEIN 35) (CBP 35) 
JGALACTOSIDE-BINDING LECTIN) >gi|1072481Jpir||A28651 


0.21 


1502 


4106562 


((Z83819) dJ146H21.2 (similar to CYTOCHROME B-245 HEAVY 
CHAIN) [Homo sapiens] 


le-011 


\ 1504 


265108 


j(S54379) sucrose-phosphate synthase, SPS oleracea] 


1.6 


\ 1505 




j(X95466) CPG2 protein [Rattus norvegicus] 


0.0002 


1507 


3878057 


(Z99942) similar to von Willebrand factor type A domain; cDNA 
EST yk412d4.5 comes from this gene; cDNA EST yk412d4.3 comes 
from this gene [Caenorhabditis elegans} 


0.039 


I 1509 


2394509 


(AF024503) No definition line found [Caenorhabditis elegans] "Tel ' " '~~1 


1510 


2827872 


j(U79229) NADH dehydrogenase subunit F [Tradescantia zebrina] 1 


4.6 


1511 


3004653 


(AF0 1 7777) tweety [Drosophila melanogaster] j 3 7 ~ " 1 


1512| 


3873773 


(ZS33 1 6) Similarity to S.pombe hypothetical protein C2F7.02C \ 


1.6 ~ i 



586295 



1513 

1519 3882147 



1520 
1521 
"1522 
J523 
1524 
1525 

Tsie 



2117181 



1169862 



3257950 
413867T 



INTERGENIC REGION >gi|626526|pir||S46023 hypothetical protein 
YBR152w - yeast (Saccharomyces cerevisiae) 
i3£l^ YBR152w 



l(Z95584)nm^^ 



0.081 
99 

|7.3_" 

W 



(A^98j^ poj^^ 



2058691 



347124 



1527 



1528 



1529 



1530 



1531 



1532 



3913674 



1086636 



2495706 



4007775 



(TO4836^^ 

(L20>967) ^9£I^odiesteraseJpHcra "~ 
FERRIC REDUCTASE f^NSMEMBRANE^^ 
PRECURSOR >gi|2132959|pir||S67293 probable membrane protein 
YOR381w- yeast (Saccharomyces cerevisiae) 
: >gi[1420^^Je^ 81w 



6 
"|5.9 

Isj' 

":2 



(U41013) similar to phosphoribosylammoimidazolecarboxamide 
fcrmj^^ elegans] 



0.9 



(AL034486) hypothetical fungal binuclear cluster domain protein 



1533 



1534 



L535 
1536 



1544 



1545 



4098124"" !(XJ]j^^ 



0.65 



1174546^ 
4139228 



jSYNAPTOTAGMIN II 



2564328 



0.39 



8e-008 



5e-010 



3668141 



3256484 
2735945" 



Je-044_ 
3e-050 



= 3e-057 



[PF° co ? cus iwrOcosmi] 1 9. 1 

vol^us']17!5™ 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



[ SEQ ID 


ACCESSION 


DESCRIPTION1 


P VALUE 


I 1541 


5 3983015 


JAF096056) antigen receptor [Ginglymostoma cirratum] 


|3.2 " 


154' 


7 1552169 


j(D42138)PIG-B [Homo sapiens] ' "* ""' "~ 


73 


! 1541 


5 2440180 


(Z9953 1 ) ubiquitin system protein 


;2.4 


I 1545 


) 3882159 


J(AB0 1 8262) KIAA07 1 9 protein ]Homo sapfens] 


j 1.8 


j 155( 


) 3004653 


(AF0 17777) tweety [Drosophila melanogaster] 


?1.3 


1™ 1551 


j77657 


hypothetical 30. IK protein - Pseudomonas aeruginosa 


]0 : 26 


1 155; 


JJ4098124 


t (U73522) AMSH [Homo sapiens] 


0.002 


i 




(Z49967) cDNA EST EMBL:T00743 comes from this ^ene; cDNA " 




\ 




EST EMBL:D69356 comes from this gene; cDNA EST 


\ 
i 


X 




EMBL:D65790 comes from this gene; cDNA EST EMBL:D70463 


i 


; 1553 


j3979818 


comes from this gene; cDNA EST EMBL:D66620 comes from this 


I0.001 


I 1554 


t 3550295 


(AJ009947) putative ATPase [Homo sapiens] 


!le-008 


1555 


4507507 


4 IJmNO\W>gi|3929583 (AF098 162) timeless homolog [Homo 


le-035 






1(AC002986) Contains similarity to membrane associated salt- 




1562 


3152567 


inducible protein gb|AF007269 from A. thaliana. 


!84 






(AL034559) predicted using hexExon; MAL3P7.21 (PFC0960c), 




| 1563 


4493978 


Hypothetical protein, len: 1929 aa 


•j 


! 1564 


JJL69862 


G-BOX BINDING FACTOR 3 >gi|600863 thaliana] 


A 7 






HYPOTHETICAL 259 KD PROTEIN (ORF 2136) 








>gi|81341|pir||A05037 hypothetical protein 2136 - liverwort 


\ 
j 


„.J565 


140550 


(Marchantia polymorpha) chloroplast polymorpha] 


t j, 1 \ 


1 1566J2224354 


(AB00 1 684) ORF 1 04 [Chlorella vulgaris] 


6.76 ^ 


J^567^06322 


hypothetical protein (LI H 3' region) - human ™ 


,0.53 \ 


1568(3522937 


^(AC0044 11) unknown protein [Arabidopsis thaliana] 


;0.4 " i 


i 1569 


4097433 


(U61084) phorbolin 3 [Homo sapiens] ~ 


J 4e-0lT * 


1578 


1944122 


(AB002531) SSUlgJ^accharomyces cerevisiae] 


*9.7 j 


1579 


4127662 


(Y 1 1 1 76) fructosidase [Cichorium intybus] 


"5.3 ; 






EPENDYMIN I PRECURSOR (EPD-I)" rainbow trout >gij2134lF™"' 




1580 


119515 


(M93697) ependymin 


I4.4 I 


1581 


1439625 


(U64598) weakly similar to S. cervisiae PTM1 precursor 


12.6 


1582 


2183261 


(AF002 133) MAV264 [Mycobacterium avium] 


23 1 






(AC000098) ESTs gb(AA042402,gb|ATTS1380 come from this gene. 




1583 


2388564 


[Arabidopsis thaliana] 


1.9 S 


; 1584 


1381091 


(U51723) V-SERA 1 [Plasmodium vivax] 1 9 8 






HYPOTHETICAL PROTEIN MG144 HOMOLOG Mycoplasma 




1587 


2496317 


pneumoniae (SGC3) (ATCC 29342) >gi| 16743 80 genitalium 


0.65 






HYPOTHETICAL PROTEIN MG144 HOMOLOG Mycoplasma 




1588 


2496317 


pneumoniae (SGC3) (ATCC 29342) >gi| 1 674380 genitalium 


0.64 


158? 


3184073 j 


(AL023779) hypothetical protein * 


8e-009 


1590 


3560165 I 


(AL03 1 525) hypothetical protein 13 j 1 




^RNA-DIRECTED RNA POLYMERASE (ORF1B) 2.777.48) - aviarTl 






j infectious bronchitis virus (strain Beaudette) >gi|292953 (M95 1 69) j 


j 


j 


jpol protein [Avian infectious bronchitis virus] >gi|33 1 173 (M94356) 1 




1612 


133594 ( 


ORF lb encodes a polypeptide of potential mol. wt. 300,000. \ 


9.7 




3043622 \ 


[AB01 1121) KIAA0549 protein [Homo sapiens] 1 


6.8 I 




j translation elongation factor eEF-1 alpha chain factor 1 -alpha (AA Hf 




1614| 


72870 j 46 1 ) [Mus musculus] ! 


5.6 ! 


16151 


2315365 < 


;AF0 16441) No definition line found [Caenorhabditis elegans] 


5.3 






rklCHOHYALIN >gil539701|pir||A45973 tricholryalin - humSti 




_J16^ 


586120 p 


>gi|292836 (L09 1 90) trichohyalin ! 


4.9 ! 


_^ 


281206 i 


luclear antigen EBNA-3B - human herpesvirus 4 *"~ T 


3.9 " '; 


u 1618: 


2146731 1 


7 K506-binding protein - Arabidopsis thaliana "~ ™~ \ 






( 


Z81506) similar to Lectin C-type domain short and long forms,^UB 


1619: 


5876045 c 


iomain [Caenorhabditis elegans] 


3.5 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 



J620 
1621 
~1622 



1623 
"1624 



ACCESSION 



2833191 



2981221 



DESCRIPTION! 



LACCASE 4 PRECURSOR precursor - ^izoctonia"solani 



(AF05^ 



UJ^17^^ 



1351576 
320309 



1625; 

1626 
7627 
""1628 



1523997 



3646450 



3599342 



AI^^ 10683 



162913638957 



1630| 2558942 
T63l|3257709_ 
"T6^|3j46430 
' 1633)4263788 ~ 



HYPOTHHETIC^ 1 2.9 ' 

~"~ " H3 ' 

j2_ 
;L9 

'IS 



JJPVAU^ 

i33_ j 

T3.2 

t'2.9 "1 



1114£73__ j (U^963) Pji0rnDm[|^ 



(AC004877) sco-spondin-mucin-like; similar to P98 1 67 uncertain 
[Homo sapiens] 



1 

0.93 
0.69 



1634 



1635 



1636! 



1637 



1638 



1639 



2134199 



2134199 



3776027 



134787 



134787 



4454698 



0L46 

^ .0.3" " 

myosin I beta - bullfrog >gi|602138 (U14549) myosin I beta ' [Rata 
cartesbeja^ !0.044_ 



myosin I beta - bullfrog >gi|602138 (U14549) myosin I beta [Rana 
catesbeiao^^ I beta [Rana catesbeiana] 



ATP-DEPENDENT RRNA HELICT^^BTFeTe^iiiS]^ 
>gi|836754|dbj|BAA09238| (D50617) rRNA helicase 



0.036_ 
2e-006 



ATP-DEPENDENT RRNA HELICASE SPB4^fev¥iae] 
>gi|836754|dbj|BAA09238| (D50617) rRNA helicase 
i^!^^ cereyisiae] 



jle-015 




(^9J^P^})^^^\MSB 0 sapiens] * 



^4e-016 



( AL03 3125) 1 -evidence^redictel^^ I- 
method=genefmder;084; l-evidence_end; 2-evidence=predicted by 
match; 2-match_accession=SWISS-PROT:P38205; 2- 

IN 



)2e-016 



LCM9iii^ japiens] 



(AF026209) similar to C elegans olfactory receptor ODR-To" 
i^J3J:M^9}M^S rhahditis elegans] 



J6e-021^ 
9e-041 



POTATIJ/E PROTEIN C 



HYPOTHETICAL 64.3 KD PROTEIN IN ^ST3^GION 
(ORF516) >gi|419731|pir||S34525 hypothetical protein 516 (rps3 3 f 
Iregion) - Euglena gracilis chloroplast >gi|2673852|emb|CAA50104| 




(U51993) similar drosophila lethal (2) giant larvae protien 

elegans] 



10.09 



1665 



1666 
1667 



1668 



1669 



1670 



942618 



220579 



(D89861) cytochrome C-type biogenesis protein CCSSF 
— Jffi^ 08 *) MnxB [Bacillus sp.] 



j 9.6 



6.3 



2120082 



2120082 



!5.8_ 
"Pk9 



^2343 4-^5^^ 



4.8 



1168540 



ARGININOSUCCINATE SYNTHASE argininosuccinate synthetase 



4.6 



14.5 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID | ACCESSION 



1671(160385 



1672 



1673 



1674 



1675 



1676 



1677 



1678 



1679 



1177607 



2497678 



4049518 



135514 



729942 



4503629 



DESCRIPTION 1 



j(?^632^^ falciparum] 



_ L? VALUE | 

J3.8_ \ 
"2.1 



LIPASE 1 PRECURSOR (TRIACYLGLYCEROL LIPASE) 



1708392 



3550295 



1680 



1681 



1682 



1683 



3875400 



coagulation factor XII (Hageman factor) 
>gi|l 19763 [sp|P00748|FA12JHUMAN COAGULATION FACTOR 

xii precursor (hageman factor) (haf) 3.4.21 .38) 

xii 



;0.45 



CASPASE-5 PRECURSOR (ICH-3 PROTEASE) (TY PROTEASE) 
(ICE(REL)-III) enzyme ICErel-III - human >gi|903936 (U28015) 



i0.27 



(Z73906) cDNA EST EMBL:M88866 comes from this gene 
[^enorhabditis elegans] 



4e-006 



le-008 



3874685 



3979818 



4584877 



1685 



1686 



3914503 



1845893 



1687 



1690 



1730629 



2133580 



(Z78539) Siirrilarity to^ 
(SW:YAD4_SCHPO); cDNA EST EMBL:D27846 comes from this 
gene; cDNA EST EMBL:D27845 comes from this gene; cDNA EST 
i*?^^ come... 



le-009 



"(Z49967) cDNA EST EMBL:T0074y^come^ 
EST EMBL:D69356 comes from this gene; cDNA EST 
EMBL:D65790 comes from this gene; cDNA EST EMBL:D70463 
£ome£fro^ 



!6e-010 



^2e-015 



j[A^QjS83022jdb^^^ [Homo^^ T 5e-020 



ASPARTATE CARBAMOYLTRANSFERASE 2 PRECURSOR 

XM?M2^^ !9.9 



HYPOTHETICAL 43.0 KD PROTEIf^^ 
CHROMOSOME III >gif458954 (U00031) similar to H. marismortui 

gag polyprotein - red flour beetle retrofransposon Woot >gij805076 
J[U095S6) ORF 1 



5e-014 



JLINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
1695(126296 l^l^^^ipoucmig] 



1696 

"1697: 



1698 
1699 

T700 

1707 
"1708 



111816 



jprobable pol polyprotein-related protein 4 - rat 



4.1 



16 



crassaj 



5.3 



5.3 



(AL022018) l-evidence^^mcl£a^y 

method=genefmder;084; l-method_score=165.48; l-evidence_end; 2-j 
evidence=predicted by match; 2-match_accession=AA264 666; 2- ; 

— — 5 A_^^ 1 2 



1663706 



3879850 



3184085 



3845206 



(AL023781) cytochrome c oxidase polypeptide v precursor 
: [Sc^osacch^omycQs pombe] 



l^eJU£ 
l3e-034 



! 1709 


283435 




! 1710 


3329623 




l_ 1711 


2459999 


17121 


1705447 




1713 


3043596 




1714! 


3879850 





jhjS^ cruzi cruzi] 



18.7 



1 



13.9 



!3 

[032 _ 

"™ 4e-022* 
™ 3&5"3 3 
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| SEQ ID 


ACCESSION 


DESCRIPTION1 J p VALUE | 


1724 


^987050 


f (X65335) lacZ [Cloning vectopSV-beta-Galactosidase Control] i 7.6 ~™~""~' 


1725 


£1334582 


JX55026) ORF16; no AT G start codon |6.8 


1726 


f 298 1631 


(AB012223) ORF2 [Canis familiaris] i 5.2 


1727 


(628300 


gene F protein - rinderpest virus virus] \ 4 . 8 


1728 


4008417 


(Z77669) Srmilarity to Human aminopeptidase N \ 
(SW:AMPN_HUMAN); cDNA EST EMBL:D36412 comes from this: 
gene; cDNA EST EMBL:D37688 comes from this gene; cDNA EST j 
|EMBL:D34550 comes from this gene; cDNA EST EMBL:D33568 ^3.9 


1729 


1170083 


PROBABLE GLOBAL TRANSACTIVATOR transactivator-like | 
protein [Autographa californica nucleopolyhedro virus] [3.4 


1730 


3757727 


j (AL022727) dJ801 1 9.7 (olfactory receptor-like protein (hs6M 1-3)) f 
[Homo sapiens] 1 3 j> 


1731 


126296 


LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
[Nycticebus coucang] 


1 

1.2 


1732 


130702 


LARGE STRUCTURAL PHOSPHOPROTEIN 
PHOSPHOPROTEIN) (BPP) >gi|73955|pir||XPBEA9 large structural 
prwsphoprotein ppl50 - human cytomegalovirus phosphoprotein 150 


0.97 


j 1733 


1706571 


EPITHELIAL CHLORIDE CHANNEL PROTEIN calcium-activated 
chloride channel [Bos taurus] 


0.87 


\ 1734 


2981631 


(ABO 12223) ORF2 [Canis familiaris] 


0.56 


1735 


1280072 


(U55366) coded for ty C. elegans cDNA yk85a2.5; coded for by C. 
elegans cDNA yk85a2.3; Similar to cuticlin 


1 

0.44 I 


1736 


2496862 


HYPOTHETICAL 6. 1 KD PROTEIN C03B L 1 0 IN " ! 
CHROMOSOME X >gi|1072242 (U40952) C03B1.10 gene product 


0.001 


1737 


2228750 


(U93868) RNA polymerase III subunit [Homo sapiens] 1 le-007 — 


1738 


4503511 \ 


UNKNOWN >gi!3264861 (U97670) eukaryotic translation initiation 
factor eIF3 ? p35 subunit [Homo sapiens] 


4e-031 


1739 


{UNKNOWN >gi|3264861 (U97670) eukaryotic translation initiation^ 
45035 1 1 (factor eIF3, p35 subunit [Homo sapiens] [le-032 


1740 


1 1 3667 1 ! ! ! ! ALU CLASS B WARNING ENTRY ! ! ! ! 1? 3 " ~ \ 


1742 

1743[ 


2136315 x 
2736375 


(ATO39040) ^definition line found [Caenorhabditis elegans] • 
(AF039040) No definition line found [Caenorhabditis elegans] 


6 J 
5e-024 f 


1744 


i 

1002672 f 


(U30261) G protein beta subunit-like; Method: conceptual translation * 
supplied by author [Schistosoma mansoni] 1 


1752 


4200151 


(AJ0 11538) hypothetical protein virus] OC9 j 




j: 


SLP 1 PROTEIN (VACUOLAR PROTEIN SORTING PROTEIN 33)T ! 
>gi|101624|pirt|A34708 SLP1 protein SLP1 protein [Saccharomyces 1 



1754 
'1756 



1175386 

2909528' 



HYPOTHETICAL 37.7KD PROTEIN (J^jj^g^ 
CHROMOSOME I >gi|2130289|pir|iS58305 hypothetical protein 
SPAC1 8B 1 1 .06 - fission yeast pombe] 



1760 



1770 



1771 



1772 
1773 
T774 



iAi^2W32}J^ 



10.13 



3876797 



(Z81531) cDNA ESTTSvlM^^ 
EST EMBL.-D70408 comes from this gene; cDNA EST yk263d3.5 
comes from this gene; cDNA EST yk275cl.5 comes from this gene; 
IsB?^^ from this gene [Caenorh... 



J4.9 



!3.9 



18.9 



416868 



126296 



728834 



728836 



CYTOKINE RECEPTOR COMPSSdN^ 

;>gi|l 10595|pir||A35782 cytokine receptor common beta chain \ 

LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein j"~ 

P^(^cebu£^coucang] 1 2 . 9 



MM ALU SUBFAMILY SB2~ WARNING ENTRY 



!!!! ALU SUBFAMILY SP WARNING ENTRY 



;L9 

1oT 



Table 2B 
Page 29 of 42 



Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



[ SEQ >JD| ACCESSION 


DESCRIPTION1 


P VALUE 


| \ 

1775 126296 


LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
[Nycticebus coucang] 


! 

^0.001 


? 1776(3879850 


(Z81592) predicted using Genefinder 


l2e^037 


1777;4155993 


(AE001560) putative [Helicobacter pylori J99J 


" " flA 


! 17821225047 


reverse transcriptase related protein [Homo sapiens] 


.22 


1790,3785977 1 


(AC005560) putative growth regulator protein 


.......... ~ - 




(AP000005) 617aa long hypothetical prolyl endopeptidase 



1791 



1792 



3257681 



2317972 



1793 1085738 



1794 4493973 



|Pyrococcus horikoshii] 



0^75j^ 68] 



cytochrome-c oxidase (EC 1.9.3.1) chain I - Trypanoplasma borreli 

S^^^^BJ^!^^ >gi|563140 borreli] 



(AL034559) predicted using hexExon; MAL3P7.14 (PFC0925w), 



1.5 



0.014 



1800 ! 461796 



1801^850592^ 
1802 207854 



! CYTOCHROME C OXIDASE POLYPEPTIDE III honeybee " 
mitochondrion (SGC4) >gi|552443 (L06178) cytochrome oxidase 
^J^^l^^J^^^^- l^ustica] 



: 0.002 



180312136989 



1804 : 288448 



1805 1657752 



J 806 2981631 
1807 4502103" 
1808 .2149830™ 
l809|298163r 
1810 728832 """ 



1813:3649769 



(U88295) cjmn^i^ IIJRattu^rwrveg^cus] 



!9.1 



Ksp-cadherin - rabbit >gi|902886 (U28945) Ksp-cadherin 

J^3iyc^^ 



i8.7 



ffl^!^ sapiens] 



I^5^^12M^[ Canis familiaris]" 



SES^SL^^^^S^ omo sa P iens ] 



: 3.4 
' 2A 



5e-007 



(Z98547) predicted using hexExon; MAL3P3?1 7 (PFC6420w), 
i Calcium-dependent protein kinase, len: 591 aa; Similarity to calcium- 
l dependent protein kinases. P.falciparum calcium-dependent protein 
J^E^^^ Sco.. 



jle-043^ 
9.6 

6."046_ 
0.035 



LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 



2.1 



!4e-016 



: 1821 


728838 


1822 


1177607 


1823 


106323 


1824 


2981631 



~ j2e-009~ 



1829 



1830 



1834 



1835 



1841 



1842 



1843 



1844 



2258350 



1169643 



ENTRY ' T'"""~'Z 

igz^^ _ 

j lrypojietical J^otein (LlJgJ)' region) - human ^ 

_ KWJ[^^^ 

^ (^J*^ 

-FMRF AMIDE-RELATED NEUROPEPTIDES PMCURSOR 



Ue-032 



^2.9 



585424 



2981631 



LIPOATE-PROTEIN LIGASE A 6.3.4.-) A - Escherichia coli 

jJAJB01222^^ ~~ 



7.1 



0.044 



((AL034559) predicted using hexExon; MAL3P7. 17 (PFC0940c), 
4493975 j Hyj^l^ca^ 



7.3 



— 1 [IST^soma^brucei] 



|£ 

f 1.7 



1815 197968 


(M26361) LINE/Ig H-chain fusion protein [Mus musculus] 


"5.036 ~1 


181612496862 


HYPOTHETICAL 6.1 KD PROTEIN C03B1.10 IN 
CHROMOSOME X >gi| 1072242 (U40952) C03B1.10 gene product 


0.001 1 
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SEQ ID 


ACCESSION 


| DESCRIPTION! 


P VALUE 


1852 


2612897 


j(AF0 15825) hypothetical ABC transporter [Bacillus subtilis] 
>gi|2633579|emb|CAB13082| (Z991 10) similar to amino acid ABC 
transporter (ATP-binding protein) 


i 

; i 

5.9 


1853 


.J28836 


! ! ! ! ALU SUBFAMILY SP WARNING ENTRY 


U.2 1 


1854 


[113668 


! ! [ ! ALU CLASS C WARNING ENTRY ! ! ! ! 


10.17 ! 


1855 


728836 


ijHLALU SUBFAMILY SP WARNING ENTRY 


r oTo5 1 


1856 


106323 


fer'Othetical protein (L1H 5' region) - human 


IO048 ! 


1857 


2981631 


KAB0 12223) ORF2 [Canis familiaris] 


Ioobo2 ■ 






HEXOSE TRANSPORTER HXT8 YJL214w - yeast (Saccharomyces 




1859 


729785 


cerevisiae) cerevisiae] >gi|1015600|emb|CAA89511| (Z49489) ORF 
YJL214w [Saccharomyces cerevisiae] 


0.12 




f 


(U83 119) ORF2 consensus sequence encoding endonuclease and 




1861| 1791243 


^reverse transcriptase minus RNaseH [Rattus norvegicus] 


4e-006 


; 18^[854065 


XX83413) U88 [Human herpesvirus 6] 


2e-006 


1863 


1707274 


(U80931) strong similarity to class-Ill of pyridoxal-phoshate- 
dependent aminotransferases 


3e-032 


1 1871 


4049828 


(AF063866) ORF MSV145 hypothetical protein [Melanoplus 
sanguinipes entomopoxvirus] 


5.6 j 


1872 


1109853 


(U41538) weak similarity to the S. cerevisiae activator i 0 5 
subunit (replication factor C 95 KD subunit) 


4.5 I 


1 1873 


113668 


! ! ! ! ALU CLASS C WARNING ENTRY ! !!!"""" ~i'jjS ~ ! 


\ 1874 


1684995 


(U20663) NADH dehydrogenase subunit [Encyclia tampensis] 


L6 


I 1875 


3599325 


(AF08 1 1 06) ORF 1 [Mus musculus domesticus] i 


0.36""™ "1 


1876 


160379 1 


(M63274) malaria antigen [Plasmodium falciparum] "I 


0A6 j 


j _1877 


728837 


nil ALU SUBFAMILY SQ WARNING ENTRY \ 


0.12 1 


1878: 


2134199 


myosin I beta - bullfrog >gi|602138 (U14549) myosin! beta [Rana ~\ """"" "i 
catesbeiana] >gi|603692 (U14382) myosin I beta [Rana catesbeianal j 0.036 ! 


1879 


1872200 


(U22376) alternatively spliced product using exon 13A } 


0.009 


1880 


\ (U97012) contains similarity to a ground domain, also weakly simSaT) ™ ) 
jto drosophila fork head domain transcription factor SLP1 ) 
1938524 ksP:P32030) [Caenorhabditis elegans] jo.17 


1882(3510507 1 


(AF032382) metalloprotease-disintegrin [Xenopus laevis] 10.77 


1883J728837 {!!!! ALU SUBFAMILY SQ WARNING ENTRY id 33 1 


18841854065 [(X83413) U88 [Human herpesvirus 6] 


le-007 


1886)728833 ! 


! ! ! ! ALU SUBFAMILY SB 1 WARNING ENTRY r 




1 (PUTATIVE SERINE/THREONINE PROTEIN PHOSPHATASE 


" — ! 



1887 



Ji888 
1890 



1891 



1892 
"*1893 



1353178 



728837 
435942"" 



728832 



1894 



1895 



1901 



1902 



1903 



1907 



1908 



1910 



3599347 

728837'"" 



1196432 



728838 
728831" 



IC27B7.6 IN CHROMOSOME IV serine/threonine protein 
. ph^ elegans] 1 7.2 

saliva^ ~"_J 1 

M!! ALU SUBFAMILY SX WARNING ENTRY™ 



3646450 



2213560 
3002527" 
2072977' 



728835 



4153886 



2072974 



1911(728837 



j(X94 
(0.056_ 

1ooq2_ 

8 

t7^-028^ 
75^026^ 

16j022_ 

_ _____ „ „ _ JMl^l 

„|(ASfi!i^55Z^ musculus] 2e005 

'S^^ ENTRY " ~ jo'.Ol 1 ' " 



j!!!!>LUSUTO^ 

Ji?^ 

TlH! ALU SUBFAMILY SC WARNING ENTRY~ 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



DESCRIPTION 1 



P^VALUEj 



Jribosome ; Mcycling factor (rtoosome^ 

(FACTOR) (RRF) >gi|1361841|pir||A64248 ribosome releasing factor 



J91 5^1350904^ ^ ^ ^ _ 

~19 1 6; 72883 " J M ! ! ALU SUBFAMILY J WARNINGENTOY" 




1917 



728832 



1918 



1919 



1920 



126296 



1791243 



126295 



1921 



348317 



19231 1723547 



19241 1177607 



1925)3068583 



1926(21 20082^ 
'1927 1335198 



1930 

J 931 

1932 
-Y933 

J934 
1935 

1936 
1937 

J939 

J940 

1942 



2134328 



4502377 



3417289 



565080 



728831 ^ 
3649741 



3551821 



4519443 



1710216 



1943 



1944 



1945 



728837 



4494012 



220578 



2731377 



4587207 



19481728832 



1949 



1950 



1951 



1952 



1953 



1955 



1956 



929913 



728831 



1125754 



!_!U! ALt^ entoy" 



'1.4 



TlINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
[TNfycticebus coucang] 



! 0.0006 



(U831 19) ORF2 consensus sequence encoding endonuclease and 

rejversej^^^ 



Ue-005 



i!5^J55Y^MX^ NS C^TASE HOMOLOG 



4e-009 
^0.006 



ATPase 6 - Sauroleishmania tarentolae 



HYPOTHETICAL 61.8 KD PROTEIN CI 2B 10.03 EST 
CTIRO^^^ 



^7.7 



;8.6 



4.9 



;2.4 



10.21 

faooo3 



B-celljgro^^ (12kD) 



iH^Zl^Ly^iS^SLiS 6 EH?uct P* 0 53° sa P^ n s] 



is.3_ 

"0.094 



(U14550)^^ 



! ! ! ! ALU SUBFAMILY J WARNING ENTRY 



; 0.065^ 
*a006 



j(^05^03)jnuci^4 [Homo sapiens]_ 
i(A^^ protein [Homo sapiens] 



:7e-006^ 
]5e-020 



: 8e-02^ 
:3e-029 



(AL034559) predicted using hexExon; MAL3P7.32 (PfclOlOwX 
J3ypo^ 



Ue-005. 
"l5e-008 



(U28739) similar to alcohol dehydrogenase/ribitol dehydrogenase 
[Caenarhab^tisjelegar^] 



4.5 



0.077 



(AE^ 



Ue-028 



11 ! ! ALU SUBFAMILY SB WARNING ENTRY~ 



l4e-034 



(V01442)jri]^^ 



(U42833) coded for by C. elegans cDNA"cnil6f6; coded forTyCT 
elegans cDNA CEESU63F; similar to S. cerevisiae SOF1 protein 
J !$^^ elegans] 



0.21 



0.066 



2e-006 



4587207^ ccton^orter homologj 

45^7207 1(^J)2^ '"' 
2981631 j(ABfl^^ 



1961 



1962 



1963 



1964 



1965 



4138064 



4507991 



171154^ 
3236252 



728836 



4138070 



19661114128 



!lXI^ML^XH^L^Sl^HP!?£ e [Ovine pulmonary adenocarcinoma 
zinc finger protein 1 40 (clone pHZ-39)* ~ 
!>gi|1731416|sp|P52738|Z140_HUMAN ZINC FINGER PROTEIN 
140 >gi|2136409|pir||C57785 zinc finger protein ZNF140 - human 



I SERINE/THREONINE PROTEIN KINASE SSK2 (SUPPRESSOR 
_ ^^NSORKI]^ ^xo^^^^c^c^ ^ 



J le-028 

Toe-047" 

"2e-05f 

'TO.027 
Tq.0002^' 

T 



8.6 



:3 



[0.001 



10.0002 
T9e-bf 1 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 




SEQ1D 


ACCESSION 


J DESCRIPTION1 




1 P VALUE 




196' 


7 2293566 


U AF0 1 2896) ADP-ribosylation factor 1 [Oryza sativa] 




'2e^6l2 




l 1969)728831 


|! ! ! ! ALU SUBFAMILY J WARNING ENTRY^ 




0.09F~ 




, 197( 


) 59977 


j (Zl 43 1 0) tripartite fusion transcript PLA2L 




|2e-005 




1971 


126296 


"] LINE- 1 "REVERSE TRANSCRIPTASE HOMOLOG protein 
[Nycticebus coucang] 




! 




1972 


! 4155181 


JAE001495) putative TYPE II RESTRICTION ENZYME 




,4.8 




1972 


> 2239204 


j(^7209) vacuolar carboxypeptidase 




1 0.008 




197 A 


[J342107 


(AF075269) nef protein [Simian immunodeficiency virusl 




16.9 




197S 


423149 


X-linked retinopathy protein (C-terminal, clone XEH.8c) - human [ 
(fragment) >gi|299471|bbs| 129340 XEH.8c} [human, Peptide Partial, ^0.66 




1979 


1791243 


(U83119) ORF2 consensus sequence encoding endonuclease and 
reverse transcriptase minus RNaseH [Rattus norvegicus] 


0.025 




1980 


126296 


LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
[Nycticebus coucang] 




r— • 1 

\ 

0.011 




I 1981 


4 728831 


J|M ! ALU SUBFAMILY J WARNING ENTRY 


\ 0.0009 




i 

19821 1791243 


(U831 19) ORF2 consensus sequence encoding endonuclease and 
j reverse transcriptase minus RNaseH [Rattus norvegicus] 


i ; 

Ue-006 




1984 


1903379 


(U52073) differentially repressed by testosterone and 
dihydrotestosterone [Mus musculus] 


3.2 


:si : 


1985 


1903379 


(U52073) differentially repressed by testosterone and 
dihydrotestosterone [Mus musculus] 




3.1 


•j?. j 


1986 


^3599339 


(AF081 1 1 f) ORF2 [Mus musculus domesticus] 




2e-007 i 




1990 


728835 


pin ALU SUBFAMILY SC WARNING ENTRY 





4 






CCAAT DISPLACEMENT PROTEIN (HOMEOBOX PROTEIN 


j 




:h j 


1991 


729093 


CLOX) (CLOX-1) >gi|423173|pir|iS33121 homeotic protein Clox - 
dog (fragment) >gif2202|emb|CAA48782| 




0.018 


";: 


1992 


126295 


LINE-1 REVERSE TRANSCRIPTASE HOMOLOG 




0.004 


j I 


1993 


1125754 


(U42833") coded for by C. elegans cDNA cml6f6; coded for by C. 
elegans cDNA CEESU63F; similar to S. cerevisiae SOF1 protein 
(SP:P33750) [Caenorhabditis elegans] 


Ue-030 




1994j 


3789771 


(AF055386) MHC class I related protein precursor 




1.9 * 


l! 


1995 


728832 


! ! ! ! ALU SUBFAMILY SB WARNING ENTRY 




3.1 i 


1 


1996 


3023729 


FRUCTOSE-l,6-BISPHO?PrIATASE fructose- l,6~-bisphosphatase 
[Mus musculus] 


Jo.21 




1997 


3182916 


ADP-RIBOSYLATION FACTOR factor [Plasmodium falciparum] 
>gi| 1932731 (U57370) ADP-ribosylation factor [Plasmodium 


1 

;2e-015 \ 




2000 


113668 


!!!! ALU CLASS C WARNING ENTRY !!!! 








20011728836 \ 


! ! ! ! ALU SUBFAMILY SP WARNING ENTRY " ~" ~" ' 


""0.0003 i 




2002^ 


59977 


(Z 1 43 1 6) tripartite fusion transcript PLA2L 




7e-007*' ! 




2003; 


j laminin receptor homolog - mouse 295) [Mus musculus] 
91035 >gi|228997|prfl|1815216A laminin receptor [Cricetinae gen. sp.l 


J0.12 _ j 


1 2005; 


4506545 


regulator of mitotic spindle assembly 1 
>gi|1350799|sp|P49646|RMSl HUMAN REGULATOR OF 


b.7 


2006 


1619936 I 


(U70935) reverse transcriptase [Peromyscus maniculatus] 


16.015 ^ 


; 2007 


728837 


! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY 


[0.007 J 


: 200T 


728831 


! ! ! ! ALU SUBFAMILY J WARNING ENTRY 




: 2009, 


728831 


! ! ! ! ALU SUBFAMILY J WARNING ENTRY 


;5e-006 \ 


' 2010 


3157938 


(AC002131) Similar to seryl-tRNA synthetase gb(U 10400 from S 
:erevisiae. EST gb|N96627 comes from this gene. 


: 

!5e-029 1 




] 


Hypothetical 6.1 kd protein co3bi.io in 






1 201L: 


2496862 5 CHROMOSOME X >gi| 1 072242 (U40952) C03B 1.10 gene product 1 0. 1 7 I 


L 20 *li 


2443342 j (D88764) alpha 2 type I collagen [Rana catesbeiana] 


'1.2 : 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



ACCESSJCON^L 



SEQID 



DESCRIPTION! 



2013 



2014 



2015 



2016 



2017 



1546035 



728831 



I (U64570) myelin/oligodendrocyte glycoprotein- 1 Oy^yp^v^"oT 
([Homo sapiens] >gi|1546037 (U64571) myelin/oligodendrocyte 

j glycoprot^^ 

1 MM ALU SUBFAMILY J WARNINGlENTRF' 



P VALUE 



113668 _ _ f ! ! M ALUJCy^C WARNING ENTRY ! mT 



0.006" 



728838 H ! ! ! ALU SUBFAMILY SX WARNING ENTRY" 



728837 



2019 



2021 



2022 



2023 



3002527 



728838 



C^^IP^ [Homo sapiens]'"'"" 



,0.003 



:le-005 



2879805 



1711659 



2024 



2025 



2026 



2027 



2028 



113667 



j M M" ALU CLASS B WARNING ENTRY MM ~" 



: le-005 
f3e-005" 

r 0.6 _ 

0.003 '* 



H3667''7 " HMfALU CLASS B WARNING ENTRY ! ! ! ! 



0.0007 



hypothetical LT protein (tnird intron of gene TS) -Ituman 

87765 . 



j 0.0007 



4009460 



2030 



2031 



JL 032 
2033 



J730840 
4200165" 



1 150834 



U3669 
72883 T 



J(^£^ sapiens] 
[PUTATIVE CYST EINYL-TRNA SYNTHETASE C29E6\06C 
i(CYSTEJ^-£re^ 

J(JU42£71)^^ 

TM ! !^ALJU^ ENTRY|M ! " 

[MM ALU SUBFAMILY J WARNING ENTRY ~~ * ~ " 



0.0003 



2e-011 



2034 



2035 



2036 



2037 



2038 



2039 



2040 



^042 
2043 



2044 



1657758 _ ((U66707) (^iii-^ 

4165313 "0^^ 



2e-035^ 
:5.T 
"OJ032_ 
!0.002 
: 6.0008 



:le-024 



1^57758 JT^^ 
3193336 7i(M9^ 

j LiNE-f REVERSE TRANSCRIPTASE HOMOLOG protein 
j [Nycticebus coucang] 



0.42 



le-024^ 
r 7e-055 ' 



126296 



2981631 



4098124 



728837 



\ (ABO 1 2223}ORF2J ;CanisJarnm^ds] 
KU73522)^^^ 



8e-008 



6e-008 



3123312 



2045 



2046 



728831 



jl\n ALUCLASSJ^ 

1 ZINC FINGER PROTEIN 142 (KIAA0236) Uuir)inzinclmgei 

jr^tem^ 

f ! ! ! ! ALU SUBFAMILY J WARNING ENTRY^ 



:3e-018 



: 9e-006 



!5e-009 



0.7 



1Z151L 6 l S^2^^}J^^^\M9^ 0 sapiens] 



;0.13 



2047^558401 



1(2381 13) incomplete orf, len: 160, CAI: 0.09 similar to MRPJECOLI! 
JP21590 39.9 KD PROTEIN I 



;0.005 



2048 
"2049 



2050 



224398 



le-035 



728838 



ORF [Simian virus 40] 



MM ALU SUBFAMILY SX WARNING ENTRY " 



728831 



2051 



2052 



2053 



2054 



2055 



2056 



2057 



2058 



2059 



2060 
2064 



728831 



MM ALU SUBFAMILY J WARNING ENTRY 



2981631 



2981631 



MM ALU SUBFAMILY J WARNING ENTRY 



2052393 



3023928 



2500285 



728836 



113668 



^^U^Z^^lJSP^ 11- ^ lit? P^ te ^I^S2™2^^Pj eils j sapiens] ^ 

2 jhk^ 77 " ' *77" 

[(U64570) myelnVoligodendrocyte glycoprotein^ 
| [Homo sapiens] >gi| 1546037 (U64571) myelin/oligodendrocyte 



L6 

15.6oi~ 

!3e-005" 
3e-005 
y6e-007 m 
'3e-007' 
75e-012" 
r 6e-03Y 

"o.oooJ 

T OL001 



543944 



10.0006 



728836 



p^}R?MI3^Z^l^ 2 l ( 3C 1 ^06)_p^it^ J^^lii^eLLa^ _ I 5.9_ 

jTnjjADjsira ENTRY " " " ~ T0.002 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



| SEQ ID 


| ACCESSION 


I DESCRIPTION1 


| P VALUE 


2065|728831 


jM ! ! ALU SUBFAMILY J W^URNING ENTRY 


J6eJ306 "'" 


; 2068(728831 




T6".013 


1 2069| 2072977 


KU93574) putative pl50 [Homo sapiens] 


0.001 


2070(2072972 


KU93572) putative pi 50 [Homo sapiens] 


' 8e-005 


207 


l 4 130402 


(RETRoVlRUS-RELATED POL POLWROTEIN 


;4e-013 


207: 


> 728831 


JjJ|!A^SUBFAMILY J WARNING ENTRY 


! 0.002 


207: 


5)728831 


n ! ! ! ALU SUBFAMILY J WARNING ENTRY 


0.007 


207* 


1728831 


MM! ALU SUBFAMILY J WARNING ENTRY 


4e-006 


207^ 


> 987050 


;(X65335) lacZ [Cloning vector pSV-beta-GalactosidaselControl]~ 


i0.017 


207C 


> 106322 ~ 


^hypothetical protein (L1H 3' region) - human 


!7e-006 


207* 


i.804808 


Rm^^ protein [Rattus norvegicus] 


0.1 1 


207S 


> 347964 


|^2^3yTARBP-b gene product [Homo sapiens] 


fo.ooi 


! 208C 


H 196432 


j(M22333) unknown protein [Homo sapiens] 


^'=4e-005 


! 2081 


728831 


1 ! ! ! ! ALU SUBFAMILY J WARNING ENTRY ^ 


^8e-006 


2082 


^023928 


^PROBABLE HISTONE DEACETYLASE 1-2 


;5e-037 






pleiotropic regulator 1 (PRL1, Arabidopsis homolog) >gi[i 832296 ™ 




; 2083 


4505895 


(AF044333) pleiotropic regulator 1 [Homo sapiens] 


Iee-071 


2086 


228836 


! ! ! ! ALU SUBFAMILY SP WARNING ENTRY 


\2e~6bJ_7 






LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 


l 


O ; 2087 


126296 


[Nycticebus coucang] 


j6e-008 






LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 




m \ 2088 


126296 


[Nycticebus coucang] 


7e-006 


O ! 2089(106322 


jhygothetical protein (L1H 3' region) - human 


=2e-006 


yj 2090(2981631 


[(AB012223) ORF2 [Canis familiaris] 


le-014 


; 209113336903 


KY10809) bZIP DNA-binding protein 


^2.1 


H \ 20 !??12 28831 


j ! ! ! ! ALU SUBFAMILY J WARNING ENTRY 


:0.01 






; LINE-1 REVERSE TRANSCRIPTASE HOMOLO^rotein' 




J 2093 


126296 


[Nycticebus coucang] 


1 0.002 ! 


fi j 2094 


728837 


! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY 


*4e-008 i 


[■A 2095 


113671 


[jlMALU CLASS F WAJRNING ENTRY!!!! 


6.oooT~ 1 


f , 2096 


386786 


(J04988) 90 kD heat shock protein [Homo sapiens] 


;3e-009^ * 


7% ^ 2097 


106322 


hyjp^otihLetical protein (L1H 3' region) - human 


\7e-005 






LINE-1 REVERSE TRANSCRIPTASE HOMOLOG pToteirT 




!l I 2099 


126296 


[Nycticebus coucang] 


0.1 


2100 


728831 


! ! ! ! ALU SUBFAMILY J WARNING ENTRY 


;le-005 


2101 


2981631 


(AB012223) ORF2 [Canis familiaris] 


! le-006 I 


["^2102 


2500367 


60S RIBOSOMAL PROTEIN L21 musculus] 


4e-007 






(Z83819) OJ146H21.2 (similar to CYTOCHROME B-245 HEAVY 


i 


L 2103 


4106562 f 


CHAIN) [Homo sapiens] 


; 2e-061 


2104 


728831 


! ! ! ! ALU SUBFAMILY J WARNING ENTRY 


8e-006 


2106, 


1869835 !(Z86099) protein kinase [human herpesvirus 2] 


8.9 


2107 


1754989 KU47661) proline-rich protein PRP2 precursor [Lupinus luteusl 


]6?7 ~ ] 


t 2108 


2580578 


(AF000996) ubiquitous TPR motif, Y isoform [Homo sapiens! 


jo.0004 


2109 


1 173220 |40S RIBOSOMAL PROTEIN S15A 


1 0.0003 


' 2110 


3646 1 39 i(AJ0 11081) mader-drop8 [Homo sapiens] 


2e-006 


2111 


3 192897 |^AP06607f) SP85; PsB [Dictyostelium discoideum] 


r le-008 J 


2112" 


126295 JLINB-1 REVERSE TRANSCRIPTASE HOMOLOG 


r 8e-009 


2113 


3599336 I 


(AF081 1 10) ORF2 [Mus musculus domesticus] 


5e-012 


; 2115 - 


4185943 


[Y 17833) pol protein [Human endogenous retrovirus K] 


2e-022 * 


2118 


53912 


(X57960) ribosomal protein L7 [Mus musculus] 


3e-027 




] 


HYPOTHETICAL 65.0 KD PROTEIN IN HUPB-COF 




\ 2120: 


2506605 ] 


[NTERGENIC REGION >gi|1580716|dbj|BAAl 16491 hypothetical ! 


4.5 


■ _2i2Tj": 


2642222 \ (AF030885) telomere-associated recQ-like helicase 


0.001 j 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 




J SEQ ID 


ACCESSION 


[ DESCRIPTION 1 


1 P VAT TTF 


I 212: 


5 1085573 


Imicrotubule-associated protein MAP2 - rat molecular weight 
Jmicrotubule-associated protein cell line, Peptide Partial, 381 aa] 




( 21 2( 


5 3192899 


KAF066072) SP85; PsB [Dictyostelium discoideum] 


r 0.024 




212' 


7Tl06322 


^hVDOthetical nrotein (1 1H V rpcrinrA - Hitman 


jle^OS j 




212? 


I 2981631 


; (ABO 12223) ORF2 [Canis familiaris] 






2125 


) 403460 


f(L24521) transformation-related nrotein [Homo <;fmipn<il 


1 0.003 




213C 


j 

) 1082633 


>gi|556642|emb|CAA56869| (X80909) Nascent polypeptide 
associated complex alpha subunit [Homo sapiens] >gi|4092060 
KAF054187) alpha NAC [Homo sapiens] 


i 

1 

I3e-006 




2132 


JJ669472 


j(U53757) pol polyprotein [Feline immunodeficiency virus] 






2133 


1 127036 


^(D26178) serine/threonine protein kinase 


j0.81 




2134 


728835 


; ! 1 ! ! ALU SUBFAMILY SC WARNING ENTRY 


!2e-007 




2136 


728837 


1 ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY 


"i*5e-668 "~~ 


I 2137 


730246_ 


IOX-2 MEMBRANE GLYCOPROTEIN PRECURSOR nrernrsnr 
<human ffraemenf) >eifl "^52 1 filpmhlCA A?S04^I 


t ! 


j 2138 3341992 


[(AF054174) histone macroH2AL2 [Homo sapiens] 


\ OC-VJJ 


\ 213911363325 


RNA helicase HEL1 17 - rat >eif89791 S 


)9.9 




I 2140 : 3892705 


(AL033545) nutative orotein rArabidonsis thalianal 




f \ 2141|2565196 


i A r OOOtTS 1 1 noti-fl TTlPtiriTin 1 "Fo 1 ^ Xf± Hirtrli-nrr -r^rwi-^-t-ri rWfvrvu^ pom'annl 

v xx vv/uju x ^ ihjii xujit/injiitii iDiaic uiiiLiiiig, pruicjn inomo sapiens I 


* 0.007 


J 1 2142U06322 


hypothetical protein (L1H 3* region) - human 


Jc-UU/ | 


* 2143 : 106322 


hvDOthetical orotein fT 1 H V repinnl - human 


0.033 




2144 133902 


40S RIBOSOMAL PROTEIN S27 ribosomal protein S27 isoform 
[Homo sapiens} 


0.0004 


2145 111814 


h VDOth Ptl 1 nTntPin ^ _ rut norA/^rrir , ncl 
itix^ iiV/Cix ^nuit/lll - lal 11U1 VCglL'U.oJ 


J2e-011 j 


'* I 2 146U 669454 


(U53748) pol polyprotein [Feline immunodeficiency virus] 


O.O 


\ 21471126296 


LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
[Nycticebus coucang] 


6e-005 


J ■ 214814506701 


nbosomal protein S23 S23 >gi|543449|pir||S41955 ribosomal protein 
S23 - rat protein [Homo sapiens] >gi|453281|emb|CAA54584| 
(X77398) ribosomal protein S23 [Rattus norvegicus] 


j 

|3e-009 


1 j jLINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
j 1 2 149 ; 126296 I [Nycticebus coucang] 


3e-011 \ 


h ; J2152 1353390 


(U34998) Rad9 [Coprinus cinereus] j8 


;__2153-2n4082 


hepatocyte growth factor receptor - African clawed frog 


4.8 




2154 


1196432 


(M22333) unknown protein [Homo sapiens] 


3e-006 






J60S RIBOSOMAL PROTEIN L13A (23 KD HIGHLY BASIC 






2155 


j PROTEIN) >gi|345897|pir||S29539 basic protein, 23K - human 
730451 |>git23691|emb|CAA40254| (X56932) 23 kD highly basic protein 


2e-008 




2156* 


2072964 ) 


(U93569) putative pl50 [Homo sapiens] j3e-009 




2157 


1791243 | 


(U83 119) ORF2 consensus sequence encoding endonuclease and 
reverse transcriptase minus RNaseH [Rattus norvegicus] 


4e-012 




2158 


4506437 


retinoblastorna-binding protein 1; RBP1 

^il 171 0030|sp|P29374|RBB INHUMAN RETINOBLASTOMA 
BINDING PROTEIN 1 (RBBP-1) >gi|2136103|pir||I58383 
retinoblastoma binding protein 1 - human protein 1, RBP1 [human, 


5e-008 




2160 


2981631 


(AB012223) ORF2 [Canis familiaris] f 


0.0008 | 




2161 


126296 


LINE-1 REVERSE TRANSCRIPTASE HOMOLOG profein 
[Nycticebus coucang] ( 


0.0005 




21621 


728831 


! ! ! ! ALU SUBFAMILY J WARNING ENTRY 1 2e^07 H 




2163 


114977 ^ 


MEMBRANE-ASSOCIATED PROTEIN HEM-2 HI 9 protein - \ 
mouse (fragment) >gi|5 1 1 3 6|emb |C AA43 693 1 i 2e-0 1 2 




2165 


126296 


LINE- 1 REVERSE TRANSCRIPTASE HOMOLOG protein i ~ 
Nycticebus coucang] j 6e-005 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



DESCRIPTION 1 



! LINE- 1 REVERSElfRANSORIFrASE HOMOLOG protein 

^2J[6^JL26296 _JMy , ^JiE£^H?J c oucang] 

2172(1 06323 hyp^eti£a]jprot^ (L1H £xcgion) ^-human 

LINE-1 REVERSE TRANSCRIPTASE^ 
JT^cticebus coucang] 



[RVALUE] 



2173 



2174 



2175 



2177 



126296 



■le-012 
f 9e-010 



|26296^ 
695802 



2180 



2072964 



LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
J2feticebus coucang] 



2e-013 



i2e-013 



1085573 



2181 104623 



2182J2981631 
"2183' 



2184 
"2185 
"2186 



2187 



microtubule-associated protein MAP2 - rat molecular weight 
jmicro^ule^^ 



S9l]^§?Bi.S^^^LzJ^S^9 n (fragment) 



J4e-014 
|5e-007 



!3.8 



1709997 



59977 



2072967 



218£18^307 
' 2189)728831 
"2190 2245560 



2191 



2192 



3875269 



728835 



^1931106322 



J. 194 
2196 
"2197 
"2202 
2203 
2204 



2206 



2207 
1*208 
2209 



2072967 



HYPOTHETICAL 71.7 KD PROTEIN F52H3.2 IN 



; 0.097_ 
Tle-6l0 
:3e-0lf 



DNA Amj^Oram RAD 1 8 pombe] 



^2inBjP^S^Sl^2 [Homo sapiens] 



s 3e-046 
jle-006 



5jorvegicus] 



5e-007 



JJI^^U^S^FAMILY J WARNING ENTRY"" 



4e-010 



:4e-009 



i^^^ ! 9e-007 



(Z77655) Weak similarity to Human calcium-dependent proetase 



JlHj^JL^ ENTRY 



0.2 



^e-010^ 
T3e-0l3 



189086 



le-015 



2605776 
339777 



10.0005" 



4539386 



3043654 



iiMl§^^ ^ ^ , „ 

l(M9A7i?i^ [Macaca radiata] 

. protein ~~ fi 

^ |^?0jj^ i3e-02d"" 



3929396 



1769472 



728837 



HYPOTHETICAL 47.8 KD PROTEIN F57B93 IN 

Kyi5780^ " ! r 9e-037 



2506089 



JHl ! ^Ll^SUBFAM 

J26S PROTEASE REGULATORY SUBUNIT 7 



?8e-015 



2210(1073466 



2211 



2212 



2214 



2215 



2216 



2218 



2220 



2221 



[aldehyde dehydrogenase (EC 1.2.1.-) aldB -"Escherichia coif 
j>gi|912476 (U00039) No definition line found [Escherichia coli] 



ile-016 



1.4 



3e-005 



100687 



— — — ^ 

22!!^^ " 8.7™ 



3043616 



126296 



91043 



4106562 



631507 



2072972 



3123174 



LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
[N^^c^bus coucang] 



(Z83819) dJ146H21.2 (similar to CYTOCHROME B-245 HEAVY 
CHAIN) [Homo sapiens] 



]6e-01£ 
™l3e-005 



^m£-contahnn^ 



2223 

"'2224 

s lineTreS^ 



HYPOTHETICAL PROTEIN 



ile-061 
■3e-009' 

i 

\ le-007 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



JSEQ ID 



2227 



ACCESSION 
2981 63 f 



22281 109930 



2229 



2230 



2231 



2232 



2233 



2234 



2235 



2236: 



2237 



2981631 



1698455 



2289235 



DESCRIPTION 1 



GTP-binding protein rah - mouse (fragment) *G-protein=low- 
SSi?^ [Mus 



2827495 



2465330 



2135837^ 
4164448 



(AL009196) 1-evidence^predicted by content; 1- 
method=genefrnder;084; l-evidence_end; 2-evidence=predicted by 
match; 2-match_accession=AA391048; 2- 
matel^descri^ 



Ora^^ sapiens] 



73e-5T3 2^ \ 

' r ' ~ " rr " i 

j4e-020 J 

^ej)07~~ "J 
75e-007~ i 
78e-0l5~ 



1.9 



nuclearjpro^ 



4e-011 



I4e-014 



ASHlWbumt_ _ Wf025 



4506077 



2238 



2239 



2240 



2241 



2242 



2243 



2981631 



1 176422 



protein kinase C substrate 80K-H 
>gi|120629isp|P14314|G19P_HUMAN PROTEIN KINASE C j 
SUBSTRATE, 80 KD PROTEIN, HEAVY CHAIN (PKCSH) (80K- I 

!4e-03 1 



4263743 



106322 



2352427 



4104400 



158154 



2244 



2245 



2246 



2247| 



114858 



2352427 



116746 



2072967 



(AC004923) similar to UNC-93; similar to U89424 (PID:g3 642687) 
[Homo sapiens] 



1^^^ carrier 



10.81 



|3e-041_ 
Tie-018 



i— 1 4.2 



le-044 



P^GNESIUM-PROTOPORPHY^ IX' MO ^^^gYL IstIr 
OXIDATIVE CYCLASE 66 KD SUBUNIT Rhodobacter capsulatus 



i^291L^l)P£^i!£^ carrier 



2.2 



PROBABLE COAT PROTEIN virus >gi|58812|embiCAA29526r 
fi^^^L95ll v (AA 1-489) 



2248 



2249 



2250 



2251 



2252 



KU9357^^ 



!3e-044 



4.3 



2137494 



M-sema F protein precusor - mouse homolog=M-Sema F [mice, 
neoriaj^ aa] 



^6e-008 



1Z0997J j60SJ^^ (CSA-19) 



15.5 



!le-015 



1711550 



TRANSLOCON-ASSOCfATED PRmlEO^ 

PRECURSOR (TRAP-DELTA) (SIGNAL SEQUENCE RECEPTOR 
DELTA SUBUNIT) (SSR-DELTA) unnamed protein product [Homo 



4e-012 



126296 



2253 



2254 



2255 



2257 



2258 



4502643 



2737894 



1076557 



I LINE- 1 REVERSE TRANSCRIPTASE HOMOLOG protein" 



chaperonin containing T-complex subunit 6 

>gi|730922|sp|P40227|TCPZ_HUMAN T-COMPLEX PROTEIN 1, 



3878245 



(Z69664) Similarity to Yeast cell divison control protein cdc25 
(SW:CC@%_SACKL); cDNA EST EMBL:D32475 comes from this 
jgene; cDNA EST EMBL:D34376 comes from this gene; cDNA EST 



4505067 



|MAD2 (mitotic arrest deficient, yeast, homolog)-like 1 >gi|950199 




^2e-009 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 





SEQ ID 


ACCESSION 


DESCRIPTION1 


P VALUE 








LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 


\ 




2259 


126296 


[Nycticebus coucang] 


Ue-018 








tumor protein, translationally-controlled 1 CONTROLLED TUMOR 






2260 


14507669 


PROTEIN (TCTP) (P23) factor - human >gi|37496|emb|CAA34200| 
(XI 6064) tumor protein (AA 1-172) [Homo sapiens] 


\ 

j 0.043 








arylamine N-acetyltransferase (EC 2.3.1.5), monomorphic - rabbit 


1 




2261 


66499 


>gi|217728|dbjfBAA00989| (D10108) arylamine N-acetyltransferase 
| [Oryctolagus cuniculus] 


1.8 




2262 


733532 


(U23420) unknown [Drosophila melanogaster] 


0.51 j 








DEOXYURIDINE 5 T -TIUPHOSPHATE 










NUCLEOTIDOHYDROLASE PRECURSOR (DUTPASE) (DUTP 






2263 


13041664 


PYROPHOSPHATASE) >gi|2443580 (AF018432) dUTPase [Homo 
[sapiens] >gi|2735292 (U90223) deoxyuridine triphosphate 


\ 

2e-029 ! 




226412136246 


| tastin - human >gi|905356 (U048 10) tastin 


LI 




2266 


126295 


!LINE-1 REVERSE TRANSCRIPTASE HOMOLOG 


0.0002 j 




2267 


825671 


XX16934) B23 nucleophosmin (280 AA) [Homo sapiens] 


4e-013 I 




2268 


2231019 


(Z97207) B-IND1 protein [Mus musculus] 


2e-023 ~\ 




— 


4502189 


aquaporin 8 sapiens] 


lle-014 ; 








LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 






2270 


1 126296 


[Nycticebus coucang] 


5e-015 j 


5 ! 






LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 


1 




2271 


126296 


[Nycticebus coucang] 


5e-015 I 




2272 


218564 


h(D90358) HB-SOD [Schizosaccharomyces pombe] 


4e-024™3] 


,J 


2274 


J352736 


PELOTA PROTEIN >gi|973224 (U27197) pelota [Drosophila 


3e-038 i 




2275 


102177 


hypothetical protein (ribosomal RNA repeat region) - Giardia lamblia 1 1 .3 1 




2276 


113668 


! ! ! ! ALU CLASS C WARNING ENTRY ! ! ! ! 


0.13 




2277 


961444 


(D63876) KIAA0154 gene product is related to mouse gamma 
adaptin. [Homo sapiens] 


7e-026 




2278 


3183217 


HYPOTHETICAL PROTEIN KIAA0 1 03 sapiens] fs e-0 1 7 




22821 


2072972 


(U93572) putative pi 50 [Homo sapiens] ; 


4e-0l"7 


jj : 


2283 


961444 


(D63876) KIAA01 54 gene product is related to mouse gamma * 
adaptin. [Homo sapiens] ]6e-028 




2285^ 


4586287 


(AB004794) DUF140 [Xenopus laevis] ( 


0.005 








(Z74042) predicted using Genefinder; Similarity to Haemophilus 3^1 
oxoacyl-(acyl-carrier protein) reductase (SW:FABG_HAEIN); cDNAj 










EST yk470b2.3 comes from this gene; cDNA EST yk470b2.5 comes j 






2286 


3879684 


from this gene [Caenorhabditis elegans] \ 


0.0002 








RAS-RELATED PROTEIN RAB-1 A protein yptl - mouse "1 








>gi|2 144599|pir||TVHUYP GTP-binding protein Rab 1 - human \ 




1 

\ j 




>gi|2144600|pir||TVDGYP GTP-binding protein Rabl - dog j 




l \ 

■ 2287: 


131786 


>gi[55457|emb|CAA68284| (Y00094) Yptl protein (AA 1-205) [Mus \ 
musculus] >gi[550060 (M28209) GTP \ 1 e-0 1 7 


: 2288 


4115532 


(AB012043) NBR1 3 [Homo sapiens] r 


0.69 


2289 


4586287 ((AB004794) DUF140 [Xenopus laevis] Ji^oof 1 




\ 


LINE- 1 REVERSE TRANSCRIPTASE HOMOLOG protein \ 




1 2290 


126296 j 


[Nycticebus coucang] \ 


9e-020 


i 2293! 


298 1950 (Pathogenesis-Related Protein 5d From Nicotiana Tabacum 


7.8 


2294 


482300 (cell surface antigen CD34 precursor - human 


le-019 


f 2295^ 


104623 ! 


collagen, corneal - chicken (fragment) \ 0. 14 


1 2296^ 


4191746 2a, 


(L301 13) alcohol dehydrogenase; ADH [Papio hamadryas] f2e-018 \ 




1518609 


(U577 1 5) FGF receptor activating protein FRAG 1 [Rattus \ 


le-020 \ 






collagen, type IV, alpha 4 CHAIN PREC1J11SOR \ 


~1 

! 


I 2298 


4502953 


>gi|1360674|pir||CGHUlB collagen alpha 4(IV) chain precursor - j \ 
human >gi|574806|emb|CAA56943| IV [Homo sapiens] < 0.025 1 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 
SEQ ID | ACCESSION] 
""229912565196"* 



230012492620 



DESCRIPTION 1 



[P VALUE 
1 17-006 



2301^95095 



230211765938 
"230^2493783" 



NEURONAL ACETYLCHOLINE RECEPTOR PROTEIN, ALPHA-I 
6 CHAIN PRECURSOR >gi]14581 18 (U62435) nicotinic \ 
acetylcholine receptor alpha6 subunit precursor [Homo sapiens] ! 

i*©!^ „ - iisd22L 

(hypothetical protein 2 - Agrobacterium tumefaciens j 

ta [33 

\ (U47077) DNA-jlejc^ s H^ un i t ^ 6e-02 1 



J2304[2645205 
J305j26452^* 
2306)2495322 



,ji? : 2£M^ Ji__.. 

iC^^i?^^ ^e-029 

](l^36^^ ;j>e-030^ 

IliOMEOBOX PROTEIN HOX-A9~ " " ™ "1 8e-0 1 4 



2307 116509 



j CALCYCLIN (PROLACTIN RECEPTOR ASSOCIATED J 
[PROTEIN) (PRA) (GROWTH FACTOR-INDUCIBLE PROTEIN j 
(2A9) (S100 CALCTUTi^ !4e^006 



23084502991 



j cytochrome c oxidase subunit Vllb ( 
j >gi|46 1 804fsp|P243 1 1 |COXM_HUMAN CYTOCHROME C j 
j OXIDASE POLYPEPTIDE VIIB PRECURSOR 1.9.3.1) chain Vllb J 
Jhuttjan^ 0.002 




230914507669 




tumor protein, translationally-controlled 1 CONTROLLED TUMOR 
! PROTEIN (TCTP) (P23) factor - human >gi|37496|emb|CAA34200| 
j (XJ6064)^ tomor^ ^2?l]M5iS£J^^}S^} 



23 13J 1709972 

23161209383 

^237^631567™' 



\ sorcinj^^ 8^ 
J CYTOCHROME COXIDASE POLYPEPTIDE III chain III -""human I 
; rmtochmo^bn^SGC 1 ^oxidase III [Homo sapiens] 1 3e-0 1 7 

i 60S RIBOSOMl^ROTEIN L 1 0A(CSA- 1 9) * ~ l"5e^01 3 " 



,i(M27786}J^ protemJArtiflcial gene] 1 7e-008 

J,?j^ 



j i 

[ 2319J4502991 


>gi|46 1 804|sp|P243 1 1 |COXM JIUMAN CYTOCHROME C 1 
OXIDASE POLYPEPTIDE VIIB PRECURSOR 1 .9.3. 1) chain Vllb J 
human >gi|30 1 5 1 ]emb|CAA786 1 3 1 sapiens] \ 5e-0 1 3 ; 


! J 
1 I 

I 2320[87765 


hypothetical LI protein (third intron of gene TS) - human 
>gi|364964|prfl|1510254A LI repetitive element ORF [Homo 


\ 

2e-015 [ 


1 1 

I | 

I 2321)129379 


MITOCHONDRIAL MATRIX PROTEIN PI PRECURSOR (P60 
LYMPHOCYTE PROTEIN) (60 KD CHAPERONIN) PROTEIN) 
(HUCHA60) >gi|107086|pir||A32800 heat shock protein 60 precursor 
- human >gi|190127 (M22382) mitochondrial matrix protein [Homo 


8e-016 



T323I4 154176" 



j(Z97207) B-IND1 protein [Mus musculus] 



i6e-022 



2324 s 2575 807 



10.007 
3M 



232514502991 



cytochrome c oxidase subunit Vllb 
^>gi|461804]sp|P24311|COXMJiUMAN CYTOCHROME C 
OXIDASE POLYPEPTIDE VIIB PRECURSOR 1.9.3.1) chain Vllb 

^n^^30V5 lyembjC^ 



5e-007 



2327i4503145 



P43 - human >gi|833999|bbs| 160014 (S75463) P43=mitochondrial \ 

elongation jfactor homojogjhuman, hver, Pegtide^ 452jja] ^[Hpmo \ 3 e-02 0 

cathepsin E precursor - human >gi| 181 194 ( J05 03 6) cathepsin E j 

P£ecrcsorJJ^^ l?05j(M84424) cattepsji^E_ J 1 e-04 1 



232814502189 



aquaporin 8 sapiens] 



!2e-023 



2329(4502 189^ 
"2335(2306969 " 



aguaporhi 8 jiapiens] _ 



|2e-026 
l2e-03T 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 



2333 



2334 



2335 



2336 



ACCESSION 
3970731 



2736524 



1085957 



2337 



2338 



2339 



2340 



2341 



2343 



2344 



2345 



2346 



3183217 



2494312 



337930 



68891 



126296 



4507517 



106851 



1723438 



2231019 



2047300 



2347 



2351 



129383 



4502411 



235212072961 



2354 



2355 



2356 



2357 



2358 



2359 
2360 



2361 



2362 



2363 
"2364 



2365 



2366 



2367 



2368 



2369: 



2306969 



1783123 



2306969 



1872498 



DESCRIPTION! 



(AF039052) Similar to inosine monophosj^te^^ 
coded for by C. elegans cDNA CEMSF04F; coded for by C. elegans 
cDNA yk247bl2.3; coded for by C. elegans cDNA cm20d8; coded 



P VALUE I 

9~™ ~1 



hypothetical protein Y - Streptomyces nogalater 



2.7 



K^Oira 



1.1 



TRANSLATION INITIATION FACTOR EIF-2B GAMMA 



|3e-021 



( M^2L46)s carj^rol^^ ^apiens] 



!3e-037 



le-024 



LINE-1 REVERSE TRANSCRIPTASE HOMOLOG protein 
P^cti^ebus coucang] 



2e-007 



tight junction protein 1 (zona ^j^^^^ - 
>gi|585098|sp|Q07157|ZOl JHUMAN TIGHT JUNCTION 
PROTEIN ZO-1 (TIGHT JUNCTION PROTEIN 1) human 

protein ZO- 1 



^9e-017 



j 

be-023 



HYPOTHETICAL 52.3 KD PROTEIN C56F8.06C "IN" 
(Z97207)J^^ 



!4e-023 



\7S 



(L40459) latent transforming growth factor-beta binding protein [Mus 
musculus] 



PROBABLE RNA-DEPENDENT HELICAS^^ 
>gi|35220|emb|CAA36324( (X52104) p68 protein (AA 1-614) [Homo 
sapiens] >gi|38318|emb|CAA33751| (X15729) protein p68 (AA 1- 

'6jh42JQHomo^^ 2e-023 



7e-022 



0.48 



BCL2-interacting killer BCL-2~INTERACTING KILLER 



1^291?^?) ^l-Mago [Xenopus laevis] 



i^e-? 2 ! 
!2e-014 



J3e-041 

\2e-6W 



(AB000 1 70) endopeptidase^Olft^ type" 
^M3 [Sus scrofa] type M3 [Sus scrofa] >gi[ 17831 30 |dbj|BAAl 9065 1 j 

\ 1 e-029 



jCAF6a7&^ laevis] 



45 1 9602 j(AB01 7563) IGSF4 [I^rm sapiens] J 

1944330 _[(5^5)KIFC2 [Mus musculus] " 



J2e-041 
l6e-03T 



!3e-041 



45 02 1 89 1 aqu^pc^rm^^piens]^ 



2e-019 



6e-040 



A^ZQZ!^^ norvegicus] 



3024124 



^HOMEOBOX PROTEIN MEIS3 



107215 



2306969 



2306969 



^sk^^lSL^B£^^^lP Tecmso lz human 



2e-041^ 
2e-040 



8e-030 



iAFW^ 



!5e-040 



|7e-054 



[ (AC007 136) Putative map kinase interacting kinase [Homo sapiens]" 
4464284 j [Homo sapiens] 



2e-054 



4502741 



| cycfiri-dependent kiiraeinOr^ 
j>gi|107662|pir||S23387 protein kinase (EC 2.7.1.37) cdk6 - human 
J>gi|4389286|pdb|lBI8|A Chain A, Mechanism Of Gl Cyclin 

jDej^^ 



j7e-045 



lle-060 
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Table 2B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 



SEQ ID 


ACCESSION 


DESCRIPTION1 


\ P VALUE 






HYPOTHETICAL 68.1 KD PROTEIN B0304.7 IN 


i 
i 


2371 


2496815 


CHROMOSOME II >gi|1041881 (U39472) similar to f44f4.5 


10.59 






1 HYPOTHETICAL 68.1 KD PROTEIN B0304.7 IN 


! 


2372 


,2496815 


CHROMOSOME II >gi|1041881 (U39472) similar to f44f4.5 


10.56 


2373 


J3327226 


((AB014606) KIAA0706 protein [Homo sapiens] 


le-031 


2374 


J327226 


J(AB0T4606) KlAA070^rotein [Homo sapiens] 


T 2e-034"'™" 


2375 


J3327226 


I (ABO 1 4606) KIAA0706 protein [Homo sapiens] 


2e-038 


2376 


2231019 


p97207) B-IND1 protein [Mus musculus] 


T2e-039""""* . 


2377 


J3327226 I(AB0 14606) KIAA0706 protein [Homo sapiens] 


x 4ej043 j 






NEUROLYSES PRECURSOR (NEUROTENSIN" ~" ' ~~ 




i 

2378 


417743 


ENDOPEPTID ASE) (MITOCHONDRIAL OLIGOPEPTIDASE M) 
ANGIOTENSIN-BINDING PROTEIN) (SABP) protein - pig 
>gi|217709|dbj|BAA01949| (Dl 1336) soluble angiotesin-binding 
protein [Sus scrofa] type Ml [Sus scrofa] >gi|1871389|dbj|BAAl 


\ \ 
I \ 

^ 1 
[ j 

jle-047 j 


| 2379 


1783127 


(AB000172) endopeptidase 24.16 type M2 endopeptidase 24.16 type 
M2 [Sus scrofa] 


I ] 
[7e-050 1 






TRANSLATION INITIATION FACTOR EIF-2B GAMMA 


i i 


2380 


2494312 


SUBUNIT (EIF-2B GDP-GTP EXCHANGE FACTOR) subunit 




2381 


1085499 


CDC4 repeat uriit-contairiing protein - mouse 


;4e-056 


2382 


4092846 


(ABO 19987) chromosome-associated polypeptide-C [Homo sapiens] 


4e-058 


; 2383 


4103446 


(AF023265) NAD+-specific isocitrate dehydrogenase beta subunit 
isoform A [Homo sapiens] 


5e-059 


; 2384 


1353709 


(U42385) FIN 16 gene product [Mus musculus] 


^8e-06i 


2385 


4 1 068 1 8 [(AF083395) phospholipase A2-activating protein [Homo sapiens] 


|5e-061 


1 2386 


473407 i 


(U08215)NST-1 [Mus musculus] 


2e-061 


1 2387 


4103446 


(AF023265) NAD+-specific isocitrate dehydrogenase beta subunit 
isoform A [Homo sapiens] 


6e-062 


; 2388 


1537070 


(U63840) nucleoporin p54 [Rattus norvegicus] 


2e-062 


2389 


3851584 I 


(AF092563) chromosome-associated protein-E [Homo sapiens] 


7e-063 


2390 


3851584 [(AF092563) chromosome-associated protein-E [Homo sapiens] 




2391 


3493209 I (AF052577) aldo-keto reductase [Homo sapiens] 


3e-064 1 


2392 


4502741 I 


cyclm-dependent kinase 6 KINASE 6 (KINASE PLSTIRE) 
>gi|107662|pir||S23387 protein kinase (EC 2.7.1.37) cdk6 - human 
>gi|4389286|pdb|lBI8|A Chain A, Mechanism Of Gl Cyclin 
Dependent Kinase Inhibition From The Structures Cdk6-P 1 9ink4d 


5e-065 


2393 


3493209 \ 


(AF052577) aldo-keto reductase [Homo sapiens] f 


7e-066 \ 


2394 


4 1 650 1 8 , (D89053) Acyl-CoA synthetase 3 [Homo sapiens] 3e^068 1 


2395 


4106818 j 


(AF083395) phospholipase A2-activating protein [Homo sapiens] \ 


le-068 ) 


2396 


4165018 j (D89053) Acyl-CoA synthetase 3 [Homo sapiens] % 1 e-070 I 
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Table 2 A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 



ACCESSION 



DESCRIPTION 



P VALUE 



101 



U73106 



Liriodendron tulipifera high-pi laccase (LAC2-4) mRNA, 



10^M63897 
Td3|X75014" 



104; 

105 
"106 

107 

108 
109 

lid 



Bacillus thuringiensis insecticidal crystal protein (CrylF) 

gene^jcomgp^^ 



4.9 



14.8 



M.musculus Phox2 mRNA for homeodomain protein 



14 A 



X77320 
M64982"" 
U28241 " 
M36860" 
X99641 * 



\ A. officinalis L. unknown mRNA 



4.1 



Human fibrinogen alpha chain gene, complete mRNAs. 

G<y^ 

Humanela^nj^ . 
j^musculus rnRNAj^J9[Pl alpj^pratem^ 



X92557 
M21514 



1111M64982 



1121D87218 



113 : M27273 
il4U50065 
'llTx76186] 
Y16L051 65 



jS.erytiiraeapccB, bcpA2 s andorDC genes _ 
\ Rinderpest virus fusion protein mRNA, complete cds. 

[Trypanosoma cruzi mRNA, partial cds, clone:TcEST002 
jE.coli rafA, rafB, and rafD genes encoding alpha-D- 

\ 

4 



4. 

747 

",4" 



galactosid^e^^ .=3.9 
jRmd^ 3.9 



Gorilla gorilla glycophorin-gene related sequence. 



117 ; M77212 



Apis koschevnikovi mitochondrial cytochrome oxidase II 
ge^^complejte cds. 



13.' 



;3.9 



* Human ELK1 pseudogene (ELK2) and immunoglobulin j 
[heavy jchain gamma pseudogene (IGHGP) _ _ _ _ _ [3.9 
i Rotavirus SA114F nonstnictural protein 34 (NS34) mRNA, | 

comp^ [3^9 

Bacillus subtilis ribosomal protein L7/12 (rplL) gene, beta < 
^subjimr^ ^en^conplete J 3 

Rattus norvegicus RET ligand 2 (RETL2) mRNA, complete I 3 



118U64453_ 

119M87502 

120X24376 
12lVu9714F 



122IM95610 



123IM21890 



124:NM_002205 
T25jU3^49^ 

126;U04985 



.1 



9 

L 

Humanjl^^ \3Jjf 



Human alpha- 1 -antitrypsin like (PIL) pseudogene, exon 2 . 13.9 



Homo sapiens integrin, alpha 5 (fibronectin receptor, alpha ] 
polypeptide) (ITGA5) mRNA > :: emb|X06256.1|HSFNRA \ 

HumanjnRNAJo ;3 

|Gaiiusj^ cds. 1 3 

Simian immunodeficiency virus clone SIVsm62 J vpx gene, j 
p^rt^lj:o^^ _ j3. 



127:U05237 



\ Human fetal Alz-50-reactive clone 1 (FAC1) mRNA, 



s 3.9 



128X96616 



^P.primaurelia gene encoding 156D surface antigen 



3.8 



129U31929 
T3OXI352T 



\ Human orr^anmaclear receptor (DAX1) gene, complete cds (3.8 
\ Yeast 3 . 8 



131 M57769 



132/U08443 



133;L39876 
l lSrM20363' 

T357J02836' W 
jl6U^880" 
13^X93520"" 
T38;Z8315l" 



Crun^ fragment. 
HIV-1 isolate 652 clone 11 from Haiti, envelope 



3.8 



|3.8 



Caldicellulosiruptor saccharolyticus alpha-dextrin 6- \ 
^ucajaojry^ gene^compktejco^jLndj3 , 



Ntoase^l^te-g^c^onMa^e^^ie, £oinplete cds..^ 
Eubacterium thermomarinus ribonuclease P RNA 



Rcjitellu^^ 
Hj^r^en^^ 



139ID28484 
J40|Z2809l"" 
14^01291 



_J3± 

[Aspergillus oryzae pgkA gene for phosphoglycerate kinase, ; 

Icomglete^ _J3JB 

JSxej^vismej^ fnmT^OT^ 

; Yeast gene for alcohol dehydrogenase < 3 . 8 
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Table 2A Nearest Neighbor 


(BlastN vs. GenBank) 




abQ ID 


ACCESSION 


DESCRIPTION 


P VALUE 


142 


U44843 


Lactococcus lactis plasmid pND324, complete sequence 


3.8 j 


143 


Ml 3496 




Chicken type X collagen gene. 


3.8 1 


144 


Y}4946_ 




iHomo sapiens mRNA for SPIN protein 


3.8 I 


i 

* A AC 

I 145 


|U94776 




Human muscle glycogen phosphorylase (PYGM) gene, 
exons 6 through 17 


3.8 I 


j 146 


U43844 


|Mus musculus cyclin D3 gene, complete cds 


J3.8 1 


r "147 


X03431 




Drosophila melanogaster transposable element 297 


i3.'8 *" 1 


148 

I 

\ 149 


U05237 
U92856 


J Human fetal Alz-50-reactive clone 1 (FAC1) mRNA, 
jComptonia peregrina maturase (matK) gene, chloroplast 
jgene encoding chloroplast protein, complete cds 


j3.8_ _ J 
3.8 ! 


150 


JX94165 




Human papillomavirus type 73 E6, E7, El, E2, E4, L2, and 


U 


! 

! 151 


U47875 




Drosophila azteca NDSSC 14012-0171.6 glycerolphosphate 
dehydrogenase (Gpd) gene, partial cds 


3.7 [ 


1 152 


X02882 




Human HLA class II alpha chain gene DZ-alpha 




I 153 


AF005932 


i Clavispora opuntiae Spt3 (SPT3) gene, complete cds 


3.7 : 


j 154 


Z11840 




D. melanogaster hedgehog gene DNA 




\ 155 


IU06745 




Arabidopsis thaliana ecotype Landsberg K+ transport system 
AKT1 gene, complete cds. 


3.7 1 


1 156 


U63362 


Unidentified crenarchaeote 16S ribosomal RNA gene, 5 T 
partial sequence 


3.7 | 


I 157 


D30810 


.... 


Wheat gene for transcription factor HBP-lb(c38), final 
exon, partial cds 


3.7 


158 


X56089 


X. laevis mRNA for alpha-subunit of G-protein, type G- 


3.7 | 


1 159 


X07701 


IChironomus tentans Balbiani ring mRNA BR 2. 1 3'-end 


3.7 


160^ 


X64649 




G.gallus mRNA for restrictin {3.7 \ 


r i6i 


Y13426 


— 1 

. . j 


Homo sapiens TCRDV2 gene, partial 


3.7 j 


162 


Y14443 


^Homo sapiens mRNA for zinc finger protein 


3.7 ^ ~ \ 


163 


U92794 


fMus musculus alpha glucosidase II beta subunit mRNA, 


3/7 


164 


Y09480 


\ A.europaeus genes encoding dehydrogenase and cytochrome i 3. 7 1 


j 165 


NM_00 1659.1 


jHomo sapiens ADP-ribosylation factor 3 (ARF3) mRNA > :: 
j gb|M7449 1 |HUMADPRF3 A Human ADP-ribosylation 
_Jfactor 3 mRNA, complete cds. 


3-7 . J 


L 16 <L 


L20893 


IRice yellow mottle virus complete genome. 1 


3.7 I 


l 167 


AF019759 


jCanis familiaris beta-glucuronidase (GUSB) mRNA, \3.7 


\ 1 

■ 168[U62587 


JCricetulus griseus beta-l,6-N-acetyfglucosaniinyltransferaseT 
=Lec4A cell line point mutant mRNA, complete cds 13.7 


! j 

- 1691D50085 


jCucumis sativus mRNA for NADPH-protochlorophyllide j 
(oxidoreductase, complete cds | 


3.7 i 


\ 170 


M81890 


\ 
\ 


Human interleukin 11 (IL1 1) gene, complete mRNA. i3J l 


I 171 


M57765 


[Human interleukin 1 1 mRNA, complete cds. |3.7 < 


172 


X55880 




T. reesei ura3 (OMPdecase) gene for orotidine-5'-phosphate J 
decarboxylase (EC 4.1.1 .23) j 


3.6 


1731 


J03028 


jP.falciparum dihydrofolate reductase-thymidylate synthase \ 
[gene, complete cds. 


i 

3.6 j 


174JAF000949 


T 


Canis familiaris keratin (KRT9) gene, complete cds 


3.6""' 


1751U78718 


Dugesia tigrina 26S ribosomal RNA gene, partial sequence 


3.6 | 


176jD16471 


j Human mRNA, Xq terrninal portion 


3.6 ) 


177|X69838 


jH. sapiens mRNA for G9a \ 


3.6 ) 


178§M24685 


j Human angiotensinogen (AGT) gene, exon 1. ;3.6 i 


179, 


L05468 


\ Trichomonas vaginalis beta-tubulin (btub 1 ) gene, complete j 


3.6 1 


180 


Y08926 




P.falciparum mRNA for AARP1 protein, partial j3.6 \ 


181 


M59743 


i Rabbit cardiac muscle Ca-2+ release channel | 


3.6 | 


182 


X51952 


; Human UCP gene for uncoupling protein exons 1 and 2 i[ 


3.6 1 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


183 


U25180 




Candida albicans phosphoglycerate kinase (PGK1) gene, 
complete cds. 


M J 


184 


X58080 




Maize chloroplast ORF170 and psaA gene 


*3.6 i 


185 


Z24609 


i 


H. sapiens (D1S502) DNA segment containing (CA) repeat; 
clone AFM361td9; single read 


|s.6 ! 


186 


M24936 


jMus musculus (BALB/c) LI repeat insertion in the kappa 
! chain 5' flank. 


j i 

I \ 
3.6 i 


187 


U50951 


;Thermoanaerobacteriiimthermosulfurigenes orfA gene, 
(partial cds, polygalacturonase precursor (pglA), abcA, abcB 
land sigma factor (sigA) genes, complete cds 


3.6 


188 


U57999 




Mus musculus prosaposin (psap/SGP-1) gene, complete cds. [3.6 


189 


^AF000949 




Canis familiaris keratin (KRT9) gene, complete cds 


13.6 


190 


S54325 


jnucleoprotein [tomato chlorotic spot virus, isolate BR-03, 
l Genomic RNA, 929 nt] 


le 


191 


S70572 


\ {endogenous retrovirus SY-3, provirus} [human, 
! lymphocytes, Genomic, 2189 nt] 


I t 

3.6 j 


192 


AE000092 


;Rhizobium sp. NGR234 plasmid pNGR234a, section 29 of 
[46 of the complete plasmid sequence 


L 1 


193 


r U75285 


] 


Homo sapiens apoptosis inhibitor survivin gene, complete 


b.6 i 


194 


1X91404 


\ 


W.mirabilis mRNA for phosphoenolpyruvate carboxylase 


E6 


195 


Ml 7376 


1 


Mouse alpha- 1 -acid glycoprotein I (AGP-1) gene, complete 


i3.6 ; 


196 


Z73360 


I 
% 
\ 


Human DNA sequence from cosmid 92M1 8, BRCA2 gene 
region chromosome 13ql2-13 


" 1 

h.6 1 


197 


L05364 


I Arabidopsis thaliana polyubiquitin (ubq7) gene sequence. 


;3.6 


198 


704353 


I 


Human papillomavirus type 31 (HPV-3 1) complete genome. (3.6 j 


199 


X03882 


^Paramecium primaurelia gene for G surface protein 


^3.6 ) 


200 


U53152 


i 


Caenorhabditis elegans cosmid Kl 1D5. 


^ ; 


201 


M65126 


jHuman snRNP E protein pseudogene EB. 


3.6 j 


202 


J04186 


jYeast (S.cerevisiae) lysyl-tRNA synthetase (KRS1) alpha-2 
jsubunit gene, complete cds. 


3.6 | 


203 


L35281 


-Mus musculus (clone MKT6) morphogenetic protein 1 
j (BMP- 1 /His), alternative splice 


3.6 | 


204 


D83390 


jGallus gallus mRNA for connectin/titin, partial cds 


r 3.6 


205 


U22103 


! Glycine max partial SIRE-1 sequence gag-protease 
jpolyprotein mRNA, complete cds 


3-6 | 


206 


U82705 


jHuman interferon alpha2 upstream scaffold associated 
(region 3 (SAR3) and non-SAR region DNA 


i 

3.6 j 


207 


U39389 


i Rhagoletis cerasi 16S ribosomal RNA gene, mitochondrial 
I gene encoding mitochondrial RNA, partial sequence 


3.5 \ 


208 


X13287 


A 


Medicago sativa nodulin-25 gene 


3.5 1 


209 


X91337 


jH.sapiens La/SS-B pseudogene 2 


3.5 j 


210 


Ml 9684 


jHuman alpha- 1-antitrypsin-related protein gene, exons 3, 4 


3-5 _J 


211 


M35296 


jHuman tyrosine kinase arg gene mRNA. 


3.5 1 


212| 


X88000 


jS.tenacellus mRNA for ubiquinolxytochrome c 




213 


M61906 


jHuman P13-kinase associated p85 mRNA sequence. 


3.5 1 


214 


Z29084 


fC.butyricum transposon containing tbcC gene 


3.5 ) 


215 


M92039 


[GaUu^gaUus violet sensitive cone opsin mRNA, complete 


3.5 \ 


216 


D86478 


jSchizosaccharomyces pombe DNA for Crb2, complete cds 


3.5 "~ 1 


217 


U35737 


Saccharomyces cerevisiae nuclear polyadenylated RNA- 
[binding protein (NAB4) gene, complete cds. 


3.5 i 


218 


M22860 


[B.thuringiensis 20 and 67 kd mosquitocidal protein genes, 
\ complete cds and IS231-like transposase, 3 r end. 


3.5 : 
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Table 2 A Nearest Neighbor (BlastN vs. GenBank) 



SEQDD 


ACCESSION 


DESCRIPTION 


P VALUE 


219 


Z57857 


H.sapiens CpG island DNA genomic Msel fragment, clone 
IdlO, forward read cpgldlO.fla 


3.5 


220 


T TATA C f\ 

U07059 


j Pneumocystis carinii clone PC 14 103 major surface 
f glycoprotein iriRNA, complete cds. 


3.5 


221 


X52978 




H.sapiens gene for lipoprotein lipase 


3.5 


__J?22 
i 223 


M24566 
U11058 


Dictyostelium discoideum tRNA-Glu-GAA gene, clone 
jHomo sapiens calcium dependent potassium channel alpha 
jsubunit (MaxiK) mRNA, complete cds 


3.5 
3.5 


i ' 224 


M21514 


JRmderpejst^^ mRNA, complete cds. 


H 3.5 1 


L 225 


X80454 


HIV type 1 (CA7) env-gene 


3,5 


j " ™226 


X98695 


•Bacteriophage T4 modA and modB genes 


;3.5 


I 227 


X76186 


IRmderpest virus (RBOK vaccine) mRNA for matrix protein 


3.5 j 


l~~ 228 


S82456 


\ PGHS-2=prostaglandin endoperoxide H synthase-2 


3.5 ! 


I 229 


D85194 


1 


Arabidopsis thaliana mRNA, partial cds 


3.5 I 


230 


L35661 


(Homo sapiens (subclone H8 4_b9 from PI 35 H5 C8) DNA 


3.5 i 


r~ 23T 


L76205 


\ 


Colletotrichum gloeosporioides non-LTR retrotransposon 


3.5 \ 


I 

: 232 


NM 000464.1 


% 

\ 


Homo sapiens xeroderma pigmentosum, complementation 
group F (XPF) mRNA > :: gb|U64315[HSU64315 Human 
DNA repair endonuclease subunit 


3.5 


1 233 


"X02155 


j Bovine mRNA fragment for thyroglobulin N-terminal region 


3.5 


1 234 




I Synechococcusjs^^ cds 


_____ 


'. 235 


X97570 


JZanays dek34 gene 




1 236 


S65225 


^MiM [mice, Genomic, 1358 nt, segment 


3.5 j 


1 237 


U33099 


\ Human immunodeficiency virus type 1 isolate GM4, 

j envelope glycoprotein (env) gene, VI -V5 region, partial cds 


—— — ~i 

I 


\ 238 


X71604 


JHLsapier^ 




1 239 


L47357 


j 


Homo sapiens TIMP1 gene, exon 1. 


3.5 ' 


1 240 


AFO 15490 


IBos taurus immunoglobulin variable region mRNA, partial 
jeds > :: gb|AF0 15492 [AFO 15492 Bos taurus 
^immunoglobulin variable region mRNA, partial cds 


| 
i 

3A _j 


j 241 


U93308 


\ Arabidopsis thaliana decoy (DECOY) gene, complete cds 
iand valyl tRNA synthetase (valRS) gene, partial cds 


3.4 ' ; 


I 242: 


Y12576 


(Arabidopsis thaliana mRNA for histone H2B 


3.4 i 


1 243 


X07977 


i Aspergillus amstelodami mtDNA with ARS element 


3.4 ; 


! 244 


X70276 


* Yeast centromere-containing shuttle vector YCp50 13.4 * 


t 245 


J03268 


I Yeast (Sxerevisiae) polymerase I gene, complete cds. 


3.4 


F 246 


AF013168 


^Horno sapiens hamartin (TSC1) mRNA, complete cds 


3.4 | 


I 247 


M32476 


JRLajU^ antigen-related protein 


3.4 \ 


248 


X833SK) 


> Albinaria coerulea complete mithochondria DNA 


3.4 : 


249 


U63337 


JMus musculus cyclin-dependent kinase-2 alpha 


3.4 \ 


250 


D85530 


j Human CpG island sequence, clone G03 10 


M.ZZIZJ 


251 


M92423 


i Human FK506-binding protein 12 (FKBP12) mRNA, exons 
j3^ndM^complete FKBP12A mRNA and complete cds. 


3.4 f 


252 


AB002693 


Mouse mRNA for ISBT, complete cds 


3.4 1 


. -53 


L01057 


j Human (clone TRI-6) satellite I repeat region. 


3.4 \ 


254 


U11270 


[Hun^^ III gene, exon 1 and partial cds. j 


3.4 \ 


255 


AB000280 


iRattus norvegicus mRNA for peptide/histidine transporter, ) 
{complete cds j 




256 


J03886 


^Rat skeletal muscle myosin light chain kinase, complete cds. j 


3.4 I 


257 


M16809 


[Yeast (Sxerevisiae) CLS4 gene encoding a Ca regulatory 
J protein, complete cds. 


3.4 1 


258 


X58286 


ij^o^oghila genes z600, gdl, Eip28/29 and mexl 


M~ 


259 


X07267 


Rat gene 33 5 -region 


3.4 ; 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 

""""260 



ACCESSION 
Z68129 



DESCRIPTION 



P VALUE 



jH^pi^^ gene 



3.4 



\ 261 


X87241 


H. sapiens mRNA for hFat protein 


iM i 


262 


Z93650 


lO.bellus 28S rRNA gene, D2 variable region 


\3 A ~] 


\ 263 


D87471 


H It 1 T"» "VTA C -"1 -I j 1 

jMus museums mRNA for gsg3, complete cds 


3.4 


| 264 


L34193 


^Ipomopsis aggregata chloroplast maturase 


3.4 


j 265 


AF012899 


! Sambucus nigra ribosome inactivating protein precursor 
I mRNA, complete cds 


3.4 


j 

j 266 


X17318 


jZea mays chloroplast trnC gene, rpoB gene, rpoCl gene, 
jrpoC2 gene and rps2 gene for transfer RNA-Cys, RNA 
i polymerase subumts beta, beta-1, beta-2 and nbosomal 


3.4 * 


1 267 


L35661 


_jHomo sapiens (subclone H8 4_b9 from PI 35 H5 C8) DNA 


3.4 


\ 268 


U25236 


| Human immunodeficiency virus type 1 clone XSH159D1D 
j envelope glycoprotein (env) pseudogene, vl-v5 region, 


3.4 i 


\ 269 


L81392 


(Homo sapiejra^ from PI H39) DNA 


3.4 


1 -™ "270 


M60172 


^jG.domesticus novel collagen protein mRNA, 3' end. 


3.4 


271 


M15263 


|E.coli araBAD operon encoding L-ribulokinase, L-arabinose 
jisomerase, and L-ribulose 5-phosphate 4-epimerase. 


3.4 I 


1 272 


S53273 


^^^jOMP^olfactory marker protein {promoter} [mice, Genomic, 


3.4 ) 


1 273 


U22056 


__jMus musculus fertilin alpha precursor (ADAM 1) mRNA, 


3.3 


274 


X63382 


|Antithamnion sp. rhodoplast genes atpl, atpH, atpG, atpF, 
latpD, atpA, orfl, orf2 and orf3 


33 


: 275 


U67462 


Methanococcus jannaschii section 4 of 150 of the complete 


3.3 


276 


M24566 


IDictyostelium discoideum tRNA-Glu-GAA gene, clone 


3.3 


277 


L13609 


I Human catalase (CAT) gene, exon 1, 5' end. 


3.3 




Z11486 


:Pinus strobus L. mRNA for pine globulin- 1 


3.3 \ 


279 


X03366 


Bovine spleen trypsin inhibitor II (SI) gene 


3.3 \ 


280 


D49558 


I Human DNA for gastric inhibitory polypeptide receptor, 
Jexon 5, 6, 7, 8, 9, 10, 1 1 and 12 


33 ^ _J 


28l)u52110 


j Sulfolobus solfataricus putative ribokinase and Dbh genes, 
Complete cds, and putative ATPase gene, partial cds 


\ 

33 j 


282]M34663 


\ Human chaperonin (HSP60) non-functional pseudogene 4. 


33 \ 


2831X82303 


jP.groenlandica mitochondrial cytochrome b gene 


3.3 


284 


D78174 


j Mouse cerebellum mRNA for Zic4 protein, complete cds 


33 j 


285 


D86966 


jHuman mRNA for KIAA02 1 1 gene, complete cds 


33 


286 


L1319S 


iClortridium perfringens type B beta-toxin gene, complete 


33 


287 


J05516 


jE.coli leucine-specific transport (LS-BP; LIV-BP) system 
^(livHMGF) genes, complete cds. 


33 


288 


M58318 


^jHomo sapiens ala gene. 


3.3 j 


289! 


X57297 


1 A. majus TAM1 gene for TNP1 and TNP2 


33 \ 


290 


U33099 


i Human immunodeficiency virus type 1 isolate GM4, 
__|enve^^ (env) gene, VI -V5 region, partial cds 


\ 

33 ! 


291 


D29809 


^Coptis japonica mRNA for S-adenosyl-L- 
|methionine:scoulerrne 9-O-methyltransferase, complete cds | 


1 


292 


M12727 


[Human T-cell surface antigen T3 delta-chain gene, exons 
_J2,3,4 and 5, clone pKR-1 . 


I 

33 1 


293 


X54601 


! Human MFD72 dinucleotide repeat DNA > :: 
!gb|I31132|I31132 Sequence 44 from patent US 5582979 


3.2 1 


294 


YH740 


; H.sapiens whn gene, exon la and lb 


3.2 I 


295 


M24566 


'Dictyostelium discoideum tRNA-Glu-GAA gene, clone 


3.2 ! 


296 

, i 


S83358 


; focal adhesion kinase/pp!25FAIC/FAK + {alternatively 
^spliced} [rats, striatum, mRNA, 4575 nt] 


\ 

3.2 j 


297 


M68519 


* Human pulmonary surfactant-associated protein SP-A j ! 
^(SFTPl) gene, complete cds. (3.2 j 
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SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


{ 298 


U22056 




Mus musculus fertilin alpha precursor (ADAM 1) mRNA, 


3.2 j 


- 299 


^005803.1 


; Homo sapiens DNA for histidine-rich glycoprotein, 


3.2 " "~ ""} 


* " 300 


JV124566 


fDictyostelium discoideum tRNA-Glu-GAA gene, clone 


3.2 


301 


1X66139 


jM.fascicularis mRNA for epididymal apical protein I 


3.2 


302 


IU16955" ™ 


iPlasrno^j^ ATPase 2 gene, comrjletejcd^ 


3.2 i 


303 


M87108 


3 Human immiinodeficiency virus type 2 (FOPOLC4) 
polymerase fragment. 


3.2 1 


304 


U67585 


Methanococcus jannaschii section 127 of 150 of the 


3.2 ! 


305 


U70559 




Saccharomyces cerevisiae DNA repair/transcription protein 
Mmsl9p (MMS19) gene, complete cds 


i 

3.2 


306 


JD^8191 




Chlorella Virus vChta-1 gene, complete cds 


3.2 \ 


307 


M32352 




Mouse renin (Ren-l-d) gene, complete cds. 


3.2 1 


308 


f X64406 


(Marburg Virus RNA for ORF-2 and ORF-3 


3.2 l - 


309 


NM_002763.1 


|Homo sapiens prospero-related homeobox 1 protein (Prox 1) 
jmRNA, complete cds 


3.2 ! 


310 


Y11681 


J Homo sapiens mRNA for mitochondrial ribosomal protein 


%i ' 1 


311 


S80986 


jsvp[40]=svp-related nuclear receptor/retinoid signaling 
\ modulator [zebrafishes, mRNA, 3876 nt] 


3.2 1 


312 


Z18630 




R.norvegicus mRNA for Jl-160/180 neural recognition 


3.2 ! 


313 


AF012899 


\ 


Sambucus nigra ribosome inactivating protein precursor 
mRNA, complete cds 


3.2 ! 


314 


X14336 




Filamentous Bacteriophage 12-2 genome 


3.1 - 


315 


U58884 


\ 

f 

i 


Mus musculus SH3-containing protein SH3P7 mRNA, 
complete cds. similar to Human Drebrin 


3.1 ! 


316 


X66139 




M.fascicularis mRNA for epididymal apical protein I 


3.1 \ 

— ™™,™^ 


317 


D90819 


i 


E.coli genomic DNA, Kohara clone #328(39.4-39.8 min.) 


3.1 j 


318 


U78770 


jMus musculus spasmolytic polypeptide (mSP) gene, 


3 1 I 


319 




\ 


Human N-acetylgalactosamine 6-sulphatase 




320 


U48228 


| Plasmodium falciparum 5.8S ribosomal RNA gene, partial 
j sequence, internal transcribed spacer 2, and large subunit 
\ ribosomal RNA gene, complete sequence 


3 


321 


X95188 


l 


R.norvegicus mRNA for Pristanoyl-CoA Oxidase 


3 i 


322 


Z34932 


\ 


S.scrofa mRNA for protein phosphatase 2 A 55 kDa 
regulatory subunit, alpha isoform (partial) 


\ 
\ 

3 ! 

4 


323IU40837 


'Ovine adenovirus terminal protein gene, partial cds, 52/5 5K, | 
ipllla, III, pVII, pX, pVI, II, endopeptidase and DNA 
[binding protein genes, complete cds, and 100K hexon 


i 

3 i 


324 


X77233 


1 


L.esculentum (de Ruiter 83G38) Adh2 gene 


2.9 \ 


325 


M81341 


Plasmodium falciparum cysteine proteinase gene, complete 


2.8 I 



326 

"327; 



X99832 



M64703 



:H.sapiensj^N3jene ? £omptoejC^^ 

;N.crassa valyl-tRNAjsynthetase (cyt-20/un-3) gene. 



328 AB001635.1 



? Homo sapiens DNA for cGMP-binding cGMP-speciftc 
' phosphodiesterase (PDE5), exon 21 and complete cds 



(1.9 



329X12669 



330 


M19238 


Yeast (S. cerevisiae) ribosomal protein L44' gene, complete 


11.8 




331 


AE001665 


Chlamydia pneumoniae section 81 of 103 of the complete 






332 


XI 5603 


1 Human elastin gene, exon 1 


;i.8 




333 


AE000553.1 


j Helicobacter pylori 26695 section 31 of 134 of the complete j 1 .8 








^obligately oligotrophy bacteria POC-1 1 1 DNA for 16S 


\^ 




334 


AB022333 


jrRNA, partial sequence 


!l.8 




335 


X51666 


JSxerevisiae DNA for SEC62 gene 


ii.8 




336 


X16588 


jBTnTgra repeat DNA (clone pBN 35) 


i 1.8 




33 ? 


U19253 - 


s Xenopus laevis/gilli complement component C3 mRNA, 
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SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


i 338IU32770 jHaemophilus influenzae Rd section 85 of 163 of the U.7 \ 


339 


sPropithecus verreauxi epsilon globin gene, 5* flanking region; 
U64618 jand exons 1-3, complete cds j 


1.7 


\ 340 


U39700 1 


Mycoplasma genitalium section 22 of 5 1 of the complete j 1 .7 


: 341 


Z82656 iR.prowazekii genomic DNA fragment (clone A45F) j 


1.7 


342 


AL049337.1 


Homo sapiens mRNA; cDNA DKFZp564P016 (from clone | 
DKFZp564P016) j 


1.7 \ 


i 343 


iH.sapiens CpG island DNA genomic Msel fragment, clone : 
Z60848 36gl0, forward read cpg36gl0.ftla 


1.7 ! 


! 344 


Z28054 


S.cerevisiae chromosome XI reading frame ORF YKL054c : 


1.7 j 


\ 345 


S79213 


phosphatase inhibitor-2=cytosolic regulatory subunit of type 
1 protein phosphatase [rats, brain, mRNA, 867 nt] \ 


i 

1.7 ) 


\ 246 


AoZZOD 


C.anuum mRNA for 1 -aminocylopropane- 1 -carboxylate 




$ 347 


U46561 
M12132 


Tetrahymena thermophila polyubiquitin (TTU3) gene, j i 
complete cds, and RNA polymerase II subunit 2 \ 1 .5 1 
Quail fast skeletal muscle troponin I gene, complete cds. \ 1 .5 j 


!~" ^4Q : 


X98097 


M.musculus CD22 promoter region i 


1.4 \ 


350 


D29963 


Homo sapiens mRNA for CD 151, complete cds 


L4 1 


^ 351 


D10471 


Herpes simplex virus type 2 genomic DNA for 0.74-0.84 1 
region, complete cds _ \ 


1.4 ^ J 


f r^ 2 


U34673 


Micoureus demerarae cytochrome b light strand gene, 
mitochondrial gene encoding mitochondrial protein, * 


1.3 \ 


353 


Ml 5274 


Human Pro-tRNA and Leu-tRNA genes. 1 


1.3"'"" ""1 




AJ000486 


Trichomonas vaginalis mgl 1 gene_ . . _ _ 


1.3 \ 


j 


Z47075 


Caenorhabditis elegans cosmid E02H1, complete sequence j \ 
[Caenorhabditis elegans] j 1 .3 \ 


^ ^6 


NM 001854.1 


Homo sapiens collagen, type XI, alpha 1 type XI collagen j \ 
(COL11A1) mRNA, complete cds. j 1.3 \ 


i ^S7 

S JJ / 


U37056 


Clostridium cellulovoran endo-l,4-beta glucanase EngF 
(engF) gene, complete cds 


1.3 \ 


358 


U53328 


Human cyclin G mRNA, complete cds. 


13 _j 


\ 359 


j Caenorhabditis elegans cosmid F42G10, complete sequence 
IZ48230 j [Caenorhabditis elegans] 


1.3 \ 


360 


L42102 


Homo sapiens (subclone 2 c7 from PI H25) DNA sequ^nce^ 


1.3 


j 36i 


[X89417 


S.cerevisiae DNA for protein phosphatase T gene _ 


1.3 


i 362 


Z79884 


H.sapiens chromosome 22 CpG island DNA genomic Msel 
fragment, clone 303c5, complete read 


1.3 \ 


| 363 


Z68129 


H.sapiens IDH gamma gene and TRAP delta gene 


1.3 


1 ^64 


U13800 


Human insulin-like growth factor I (IGF1) gene, intron 4. 


1.3* 


: 365 


L28995 


Oryza sativa 3-hydroxy-3-methylglutaryl coenzyme A 
reductase gene, complete cds. 


1.3 


366 


T43493 


ISaccharomyces cerevisiae Jsnl gene, complete cds 


1.3 


i 367 


1X08066 


Caenorhabditis elegans myo-2 gene for myosin heavy chain 
2 (MHC-C) 


1.3 


; 368 


U37056 


[Clostridium cellulovoran endo-l,4-beta glucanase EngF 
[(engF) gene, complete cds 


ll.3 


369 


U 19905 


{Rickettsia tsutsugamushi TA716 56 kDa type-specific 
| antigen gene, complete cds. 


1.3 


370 


U74496 


\ Human chromosome 4q35 subtelomeric sequence 


L3 


371 


U46781 


; Pasteurella haemolytica putative coproporphyrinogen III 
J oxidase (hemN') gene, partial cds, leukotoxin transcriptional 
(activator and restriction modification methylase subunit 


1.3 


! 


X77300 


iS.scrofa genomic DNA microsatellite S0344 


f 1.3 
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Table 2 A Nearest Neighbor (BlastN vs. GenBank) 









P VAT TTF 


5/5 


LD3 /40 


.Feline immunodeficiency virus isolate FIV-Pco336-7 pol 
polyprotein (pol) gene, partial cds 


! 

1 1.3 i 


s 374 


L08266 


Mouse Face mRNA, complete cds. 


\\3 \ 


375 


X52519 


Human gene for tyrosine aminotransferase (TAT) 


\\3 I 


! 376 


U87543 


! Aedes aegypti steroid hormone receptor homolog protein 
gene, complete cds 


13 I 


377 


D16682 


Mycoplasma hyopneumoniae gene for 46 kDa surface 
antigen, complete cds 


r — 1 

i 

1.3 I 


378 


AF022725 


| Hordeum vulgare limit dexrrinase (HvLD99) gene, complete 


|JL3 j 


379(L18987 


Human alpha-2 type XI collagen mRNA, partial cds. 


1.3 i 


380IY09400 


S.scrofa mRNA for apical organic cation transporter protein 


1.3 1 


i 

\ 381jU10117 


Human endothelial-monocyte activating polypeptide II 
mRNA, complete cds. 


1.3 i 


382jU02618 


Saccharomyces cerevisiae molasses resistance 


1.3 i 


383|z60848 


H.sapiens CpG island DNA genomic Msel fragment, clone 
36gl0, forward read cpg36g!0.ftla 


1.3 ! 


j 

) 384|X63203 


H.sapiens gene for pregnancy specific beta-1 glycoprotein > 
:: gb[S49771|S49771 pregnancy-specific beta 1 glycoprotein 
{5 region, promoter} [human, placenta, Genomic, 3036 nt] 


1.3 


I 385 L3 1854 


;Mus museums Ig epsilon-cham C gene, exon 4, M gene, 


1.3 


I 3861X16588 


B. nigra rerjealMDN^^ pBN 35) 


!l.3 


i 1 

1 3871U25342 


Xenopus laevis epithelial sodium channel, gamma subunit 
j(gammaxENaC) mRNA, complete cds. 


1.3 t 


1 ~- — \ — 

1 388iL40806 


Neurospora crassa open reading frame gene, complete cds, 
met- 10+ gene, complete cds 


1.3 1 


389 


S49760 


diacylglycerol kinase [rats, brain, mRNA, 3043 nt] 


i.3 i 


I 390 


L15328 


Saccharomyces cerevisiae RNA helicase gene, complete cds. 






S50809 


protein LG=immunoglobulin binding protein Recombinant, 


1.3 j 


| 392 


^Baboon herpesvirus HVP2 gB glycoprotein (UL27) gene, 
U 14662 ^complete cds. 


i 

1 1 i 

1.3 \ 


: 393: 


U13173 , 


Human intestinal H+/peptide cotransporter (Hpeptl) gene, 
complete cds 


1.3 I 


\ | jine33e04.rl Soares mouse embryo NbME 13. 5 14.5 Mus 
I | ^musculus cDNA clone 389310 5' similar to 

| SW:S105_HUMAN P33763 S100 CALCIUM-BINDING 
|_ 394|W71212 ipROTEIN A5 > :: emb|X99921|MMS100A13 M.musculus 


I 

13 S 


| ^Petunia hybrida alcohol dehydrogenase-2 (Adh2) gene, 
395|U25536 ^promoter, 5XJTR, and partial cds. 


13 i 


1 3961X75014 1 


M.musculus Phox2 mRNA for homeodomain protein 


1.3 I 


397JZ49436 


S. cerevisiae chromosome X reading frame ORF YJL 1 6 1 w i 1 3 \ 


398JX12780 


Chicken MHC class I (B-F) mRNA F10 \ 


L 399 l2^1 19 


E, coli fhuB gene involved in transport of ferrichrome j 


13 ! 


! 400JU61297 

! i 

401 1X995 18 


Human progesterone receptor (PGR) gene, far 5* flanking 
Herpesvirus saimiri virion, transformation-associated region, ! 
strain C139 


1.3 I 
13 


T "™ ~ "'1 
402IM24001 


Mink enteritis virus antigenic type 2 capsid protein genes 
VP1 and VP2, complete cds. 


1.3 


403 


i 

U44877 I 


Arabidopsis thaliana geranylgeranyl pyrophosphate synthase 
(GGPS3) mRNA, partial cds \ 


13 


404 


AB00343 1 ! Incilaria fruhstorferi mRNA for Incilarin B, complete cds \ 1 .3 


405 


Ml 2792 1 


Human steroid 2 1 -hydroxylase (P-450(C2 1)) B gene, \ 

complete cds, clone lambda-C2 IB- 1. \ 1.3 \ 


406 


M2854 8 \ Human mutant 2 1 -hydroxylase B gene, complete cds . ) 


1.3 5 
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Table 2 A Nearest Neighbor (BlastN vs. GenBank) 



SEQ ID 

407 



408 



409 



ACCESSION 
yT0260 " 



DESCRIPTION 



j H. sapiens E YA 1 A gene 



U41740 



X02295 



! HurrianJtrjms^^ cds 



410S45791 



^^H!^S^EBJLl?^ on °f | ene f° r surface protein 5 1A 



band 3-related protein=renal anion exchanger AE2 homolog 
[rabbits, New Ze aland Whit e, ileal ep ithelial cells, mRNA, 



P VALUE 

fl.3 
A3 

\l3 



JAA ^Ei>0O^^^ 26695 section 103 of 134 of the 



1.3 



412 X16028 



iR.norvegicus gene encoding alkaline phosphatase, exon 3 
land joined CDS 



413IM73461 



iSacdiarojrrry^ complete 



414IL08845 



415iAE000635.1 



^D£°j^^ 



j Helicobacter pylori 26695 section 1 13 of 134 of the 



416^139962 



jMedicag^^ DNA 



417JU55371 
"4181X13679" 



jCajmoj^^ 



419 
"421 



422 
"423 

424 

425 
"426 
"427 

428 



C^yza sativa H3 histone pseudogene H3R-12 



J00223 



AE000649.1 



X52256 



!Homo sapiens epsilon-1 pseudogene (IGHEP1) gene, CH3 
\ Helicobacter pylori 2 6695 s ection 127 of 134 of the 



A3 
•13 

:13 

"7.2 
12 

IOC 

|l.2 
A 2 



J A.maliana ^ factor Tu 



M81388 
S57565™ 



iChilo iridescent virus DNA-directed RNA polymerase and 
fhelicase genes, complete cds's. > :: gb|S75674|S75674 DNA 
^helicase homolog, DNA-depenent RNA polymerase largest 
^subuin^ iridescent^virus CIV, 

!h^tamne H2-receptor [rats, Genomic, 1928 nt] 



X84347 



X53579 



jH.sarnenj^rr^^ hPH-20 

}^^^^^^^^^^^^) gene 



Y09539 



L05500 



jHuman fetal brain adenylyl cyclase mRNA, 3* end. 



X68019 



Felinejtmmu^^ Virus GAG gene 

Human immunodeficiency virus type 2 (HIV-2 ARM) 

proviral surface glycoprotein (gpl25) gene, partial cds. Type 



12 



1.2_ 

"P 
1.2" 

12 

12 

1 "'- 2 Z 
r.2 



! 429jL76739 


2 partial envelope sequence, isolate arm from mother in 




430(138769 




Pisolithus tinctorius (F00035) mRNA, EST0049. 


1.2 


43l|L39786 




Lupinus angustifolius conglutin gamma gene, complete cds 


1.2 


432 


D10510 


IHomo sapiens MAT gene for mitochondrial acetoacetyl- 
JCoA thiolase, exon 1 1 


1.2 


433 


U47687 


^Streptococcus pneumoniae immunoglobulin Al protease 
l(iga) gene, complete cds 


1.2 


434 


U63922 




Xenopus laevis beta-transducin repeat containing protein-3 
mRNA, partial cds 


12 \ 


; 435 


Z27234 


_ 

f 


S. tuberosum STACS2 gene for 1-Aminocyclopropane-l- 
carboxylate synthase % 


12 \ 


\ 436 


X65365.1 


jR.norvegicus GHF1 gene, exon 2B and alternative spliced 


1.2 






iPodospora anserina race A mitochondrial DNA class II 




437 


X04336 




intron downstream of alpha-sen DNA near Col gene 5'end ! 


12 _ _ 1 


438 


X12864 


i 
% 


Yeast (S.douglassi) NAM2 gene for mitochondrial leucyl- 
tRNA synthetase (EC 6. 1 . 1 .4) \ 


i2 i 








Methanosarcina thermophila CO dehydrogenase/acetyl-CoA \ 








^synthase alpha subunit (cdhA), epsiolon subunit (cdhB), betai 




439 


U66032 


\ subunit (cdhC), and NifH class IV protein homolog genes, j 
| complete cds, CO dehydrogenase/acetyl-CoA synthas... ! 


1.2 


| 440 


L08266 


\ 


Mouse Face mRNA, complete cds. j 


1.2 


441 


M64085 


Mouse spi2 proteinase inhibitor (spi2/ebl) mRNA, 3' end, i 


1.2 j 


442 


XI 2773 


1 


Strongylocentrotus purpuratus Spec2d gene 5'-flank and i 


1.2 1 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 


SEQED 


ACCESSION 


DESCRIPTION 


P VALUE 


; 443 IM112 88 

444jU23180 


JP^ani^hlorotic streak caulimo virus, complete genome, 
j Caenorhabditis elegans cosmid C28F5 




( 445IM20537 


Mouse thyrotropin beta-subunit gene, exon 5. 




^l^fil?^^ 1 _ jAg™ 3 cingulata NADH dehydrogenase subunit 1 protein, 

1 447IY0858 1 fF.rubripes hsp70-4 gene, complete 


1.2 \ 

ii 9 ' " ; 


_ 448| L3 1848 
^ 44^M15840 


Homo sapiens serine/threonine kinase receptor 2 
Human interleukin 1-beta (IL1B) gene, complete cds. 


u.2 \ 


450 


IZ23977 


l H. sapiens (D6S443) DNA segment containing (CA) repeatf 
clone AFM277wb5; single read 




451 


X14592 


P.hybrida chsB gene for chalcone synthase 


172 ; 


™ 452 


Z49900 


P.sativum mRNA for small GTP-binding protein 




j 453 


.Haemophilus somnus cryptic prophage genes, capsid 
j scaffolding protein gene, partial cds, major capsid protein 
j precursor, endonuclease, capsid completion protein, tail 
U2 8 1 54 I synthesis proteins, holin, and lysozyme genes, complet. . . 


j 

! 

1.2 \ 


! 454 


'Brassica napus PE3-PEPCase gene for phosphoenolpyruvate 
J313987 ^carboxylase, complete cds 


1.2 


455 


D45243 1 


Mouse mRNA for ctk, complete cds 


1.2 1 


456 


U81144 ; 


Caenorhabditis elegans non-alpha nicotinic acetylcholine 
receptor subunit precursor (unc-29) gene, complete cds * 


1.2 ! 


457 


Z92970 1 


Caenorhabditis elegans cosmid H06O01, complete sequence 1 
[Caenorhabditis elegans] 


1.2 


458 


L44118 


Homo sapiens proximal CMT1 A-REP repeat < 1 .2 


459 


jD.melanogaster achaete gene encoding nerve differentiation, ( 
M 1 7120 [complete cds. 1 


1.2 


460 


U55737 \ Human ataxia-telangiectasia (ATM) exon 40 \ L2 


461 


X63525 i 


P. vulgaris loxA gene for lipoxygenase \ 1 .2 


462 


D 1 6402 j Fruitfly Dcdrk gene for Dcdrk kinase, complete cds I 


1.2 


463 


M65287 ; 


Mouse activin receptor (ActR) mRNA, complete cds. ! 


1.2 


464 


XI 3679 ,Oryza sativa H3 histone pseudogene H3R-12 1 


1.2 I 




j Aspergillus oryzae pgkA gene for phosphoglycerate kinase, 


I 



465 D28484 



466 



467 



joomr^^ 



AE000283 



X99832 



468|U06864 



469 M87710 



470 
"471 



472 
473 

475 

476 



477 



478 



M64497 
M87710' 



Escherichia coli K-12 MG1655 section 173 of 400 of the 

jRsap^nsjCL^ gene, complete CDS 

jRattus norvegicus follistatin-related protein precursor 

IjnRNA^ complete cds. 

^urnanjun^ polymorphism. 
]Human apolipoprotein AI regulatory protein (ARP-i) 



1.2 



X60196 



iHuman^imr^repeat polymorphism. 



X99719 



Z95706 
L76372 ' 

D26359 



NM 000694.1 



jD.melanogaster partial Mhc g ene for myosin heavy chain 

[MicD^sjossiaemeridionalis repetitive DNA 

j Exogenous mouse mammary tumor virus gene for 
^penu^gen^^ 

jHomo sapiens aldehyde dehy&ogenase^^ 
!> :: gb|U10868|HSU10868 Human aldehyde dehydrogenase 
Jd^ELE^^S complete cds. 



1.2 

}L2 

ii.2 

i 

i 1-2 

jlZ 

H.2 

ir.i 

"\\.2 



'-12 



1.2 



AF015882 



479 M58047 



j Caenorhabditis elegans protein tyrosine phosphatase (ptp-2) 
(inRNA, complete cds 



JM?!H^ gene, 



1.2 

i.T 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQDD 



480 



481 



482 



483 



484 



485 



ACCESSION 



DESCRIPTION 



U71121 



U60804 



gene. 



P VALUE 

L2 " 



X99254 



;Danio rerio tumor suppressor p53 (p53) mRNA, complete j 1 2 



'^^^^^r^^^&^^o^^^rm^s^ small subunit 



D10197 



Y09764 



Boyjne mRNA forj^stanune HI receptor, complete cds 
Homo sapiens GABRE gene, exon 2-8 



1.2 
A 2 



U72396 



Lycopersicon esculentum class II small heat shock protein 
!Le-HSP17.6 mRNA, complete cds 



486 



487: 



488! 



489 



490 



X72950 



D29956 



iXiaevis JEI31 gene for histone H3 

\ Human mRNA for KIAA0055 gene, complete cds 



X56003 



llL£2!^^ genes 



M64269 



?Huiranmastjcell chymase gene, complete cds. 



491 



492 



* Human immunodeficiency virus type 1 env gene for 
AB002963^ |enyetope_gfyc^^ 205E5B2t 

X0371^5 cluster 



il.2 

"aJ 

' A 2 
\12 

h.2 

" 1.2 

Tl.2' 



493IU83494 



494 
"495 



Tropidurus hispidus ATPase subunit 6 (ATPase6) gene, 
* ir !^9!?^^ protein, partial 



1.2 



496 



U6<^04^ ^^JiD^^ supt£essorj53jfc c^mpj£lte_jj[.2 



M24081 



[Tetrahymena pyrifbrmis (clone pTU2) ubiquitin genes, 3'; 
~pVm^ protease (Lice) gene, exons 3-7, a 



U54803 



* complete cds 



^andflJ! 
and | 
112 



497 


|L13748 


I Human dihydrolipoamide dehydrogenase gene, exon 1. 


= 1.2 


498 


IU29390 


Chrysosporium parvum 18S ribosomal RNA gene, partial 


112 1 


a fin 
499 


L81694 


^Homo sapiens (subclone 1 dl from PI H56) DNA sequence 1 1.2 : 


500 


X65366.1 


^R.norvegicus GHF1 gene, intron 2 




501 


U74651 


Human DNA polymerase gamma (polg) gene, promoter 
region and partial cds 


;l.2 


502 


X65591 


S.mansoni mRNA for myosin II heavy chain 


11.2 


"503 


D17255 


pfuman HepG2 3' region Mbol cDNA, clone hmd5cl2m3 


ji.2 j 


504 


L33792 


^Senecio odorus lipid transfer protein mRNA, 3' end. 




505 


L13612 


Drosophila melanogaster dead-box protein (dbp45A) gene, 
j complete cds. > :: emb|Z23 2 66 |DMDEADBXA 
J>.melanogaster DEAD-box gene, complete CDS 


12 \ 


506 


X81650 


M.musculus mRNA for c-ros protooncogene 




507 
508 


NM 000037.1 
X98543 


Homo sapiens ankyrin 1, erythrocytic (ANK1) mRNA > :: 
gb|M28880|HUMANK Human erythroid ankyrin mRNA, 
^A.thaiiana endo-l,4-beta-glucanase gene 


1.2 j 
L2~ 


509 


D89501 


Human PBI gene, complete cds 


12 




j Human DNA sequence from cosmid B20F6 on chromosome 




510 


Z82174 


22, complete sequence [Homo sapiens] 


1.2 ) 


511 


M36881 


Human lymphocyte-specific protein tyrosine kinase 


12 \ 






Human clone 12171 1 defective mariner transposon Hsmar2 




512 


U92014 


mRNA sequence 


1.2 I 


513 


U09948 


Morone saxatilis Hox-B5-like homeodomain protein gene, 


12 \ 


514 


M58155 


African swine fever virus multigene families 360 and 110. 




515 


U30500 


Sicilian sandfly fever virus glycoprotein precursor 
polypeptide mRNA, complete cds. 


12 \ 


rj. 516 


M?I 90 Human trichohyalin (TRHY) gene, complete cds. j 1 .2 ~ 1 


™"'"" 517 


U67508 ^Methanococcus jannaschii section 50 of 150 of the complete j 


12 " ] 


518 


M81186 


Clostridium botulinum neurotoxin type B (botB) gene, A 2 I 


519 


jHomo sapiens elastin gene, exons 5-27 and alternatively 
U93037 \ spliced products, partial cds 


1.2 1 


520 


D87454 iHuman mRNA for KIAA0265 gene, partial cds \ 12 1 
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SEQDD 



ACCESSION 



DESCRIPTION 



P VALUE 



\ JZ J 




;Gallus gallus mRNA for C-Serrate-2, partial cds 


1.2 






J L. infantum (10541) kinetoplast DNA 


1.2 




TT0QSR4 


Human PL6 protein (PL6) mRNA, complete cds. 


1 1.2 


f JZ'- 




fiomo sapiens (subclone 2_b8 from PI H56) DNA sequence (1.2 


? JZJ 


A /4JZZ 


H.sapiens gap-I gene 


1.2 


i ->ZC 


jJJzy /yz 


_|Mouse gene for T cell receptor gamma chain 


! 1.2 " 


1 527 


M24001 


iMink enteritis virus antigenic type 2 capsid protein genes 
^VPl and VP2, complete cds. 


1.2 


528 


K02819 


_^Rabbit MHC RLA region class I 19-1 gene, complete cds. 


1.2 






(Insertion sequence IS 1245 (from Mycobacterium avium) 




| 529 


L33879 


_[trjmsposase gene, complete cds. 


1.2 




^AE000607.1 


i Helicobacter pylori 26695 section 85 of 134 of the complete 


[1. 2 


1 




|me33e04.rl Soares mouse embryo NbME13.5 14.5 Mus 




| 




jmusculus cDNA clone 389310 5 f similar to 








]SW:S105_HUMAN P33763 S100 CALCIUM-BINDING 




; 531jW71212 


jPROTEIN A5 > :: emb(X99921|MMS100A13 M.musculus 


1.2 


\ 5321X83078 


JM.musculus nid gene (exon 4) 


1.2 


_ 533lu95041 


^Rattus norvegicus transcriptional corepressor KAP1/TIF1B 
[mRNA, partial cds 


1.2 


i 534 


X58907 


iH.sapiens CYP21 gene for steroid 21-monooxygenase 


1.2 


535 


LI 1669 


jHuman tetracycline transporter-like protein mRNA, 


1.2 ~ 


536 


L37053 


| Gorilla gorilla (clone Gor-ID) Rhesus-like protein mRNA, 


1.2 


1 ' 537 


M33782 


j Human TFEB protein mRNA, partial cdis. 


1.2 


1 538 


D78172 


fSpinacia oleracea mRNA for 26S proteasome beta subunit, 
j complete cds 


1.2 


1 539 


M33782 


{Human TFEB protein mRNA, partial cds. 


1.2 


I 540 


^33782 


_jHuman TFEB protein mRNA, partial cds. 


1.2 


! 541 


Z54312 


=L.sake las[A,M,P,T] genes 


1.1 _ 


! 542 


S81773 


j inwardly rectifying K+ channel IRK3(HIT) [hamsters, i 
(insulinoma cell line HIT-T15, mRNA Partial, 1791 nt] \ 


LI 


543 


Z78910 


jELsapiens flow-sorted chromosome 6 Hindlll fragment. 


1.1 


544 


U08408 


-Xenopus laevis arginase 3 mRNA, complete cds. 


0 






(Bacillus subtilis 2,3-dihydro-2,3-dihy^ I 
[dehydrogenase (dhbA), isochorismate synthase (dhbC), 2,3- j 








*dihydroxybenzoate-AMP ligase (dhbE), and isochorismatase j 




545 


U26444 


j(dhbB) genes, complete cds, and (dhbF) gene, partial cds \ 


LI 


546 


X62170 


|N.crassa bli-7 gene 


LI " ^ 


547 


U94403 


j Rattus norvegicus proton gated cation channel ASIC 1 j 
ImRNA, complete cds ! 


U_ J 


1 548 


AJ000498 


iHomo sapiens DNA for integration site of HBV in a i 
I hepatocellular carcinoma j 


LI I 


549 


X99485 


gluteus mRNA for alpha-subunit of G protein l 


LI ~ ) 


550 


U67520 


JMethanococcus jannaschii section 62 of 150 of the complete h . 1 " I 






j Mycoplasma pulmonis glutamyl tRNA synthetase (gitX) 








*gene, restriction-modification enzyme subunits SI A, Rl, 


\ 


551 


L25415 


jMl, SIB (hsdslA, hsdRl, hsdMl, hsdslB) genes, complete 
^cds's, DNA polymerase III (polC) gene, 3' region. 


X 
1 

LI 1 


55 Y 


X68107 


jM.sativa msCHSII mRNA for chalcone synthase 


Li " *1 


553 


X89246 


JD.melanogaster mRNA for DHR38 protein I 


Ll~ j 


554 


X64332 


\ C.lewisii PgiC2-a gene for phosphoglucose isomerase \ 


Ll ™ " '| 


555 


U47331 


fRattus norvegicus metabotropic glutamate receptor 4b j 
jmRNA, complete cds. \ 


li i 


[ 556^ 


XI 6055 


_JBacteriophage T4 gene 20 encoding gp20, structural proteMjj^ 


Ll 1 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


557 


D00596 


Homo sapiens gene for thymidylate synthase, exons 1, 2, 3, 
4, 5, 6, 7, complete cds 


1.1 


558 


X14639 


Tomato ribosomal DNA intergenic spacer 


1.1 : 


559jU67520 


Methanococcus jannaschii section 62 of 1 50 of the complete 11.1 \ 


5601 Yl 1786 


R.prowazekii ksgA gene and 2 open reading frames f 1 . 1 j 


561 


jCaenorhabditis elegans cosmid F16C3, complete sequence 
Z81065 |[Caenorhabditis elegans] 


1-1 \ 


562 


X60694 ! 


Cperfringens plasmid epsilon-toxin gene 


1.1 { 


563 


X5264S 


Schizosaccharomyces pombe p68 gene for p68 protein i 


iVi 


564 


X04078 


Potato patatin pseudogene (SA10C) 


1.1 . 1 



565|U38783^ 
56JTJ32769 
J6^DS9066 
168U07797" 



569L14710 



570 



571 



572 



573 
"574 
575 
576 



577 
"578 



579 



580 
"581 
582 



583 



584 



U42599 



U48726 



l£toaj[^nd urtoown orf genes^jcomplete cds 

[Staphylococcus aureus D NA forJ3r^ cds 
J^ttu^jwrv mRNA, 
JC^elegMK^ _ \ ~— 

j Human epidermal growth factor receptor (EGFR) precursor- 
Jin]^^jexon^8 and 9, partial cds 



ilA 

TlX 

"T.T 



fiTi 
!i.f 



U38844 



Xenopus laevis cyclin-dependent kinase inhibitor p28 gene, 
Jcomglete cds 



1.1 



1.1 



S82864 
X65720" 



D 14484 



LI 1998 



D14339 



D38413 



D90210 



~Jl5l^ i-i 

_^M^mu^^ and I LI 

^H£paidt^ 

fRice mitochondrion DNA for ATPase subunit 6 and ORFs, ™" " 

l9Pi5Pl e l?j^ s ^ pi . 1 



11.1 



X67838 



X17053 
X12426' 



^Bacteriophage c-st (from C. botulinum) Cl-tox gene for 
Jtotalin^^ JLii5!E5!9 xul 
B .napus DNA for myrosinase 
|Rat irnmed|a^^^ JE gene 

' Xenopus laevis Ul 70K gene exon 4, 5, 6 and 7 



1.1 
1.1 

TiT 
Tli" 



U55043 



M34046 



; Bacillus subtilis plasmid pPOD2000 Rep, RapAB, Rap A, 
JJ^jAJ^^ cds. 



&^^^^SS^^M2^^JiSI^l^ IE ne ' com plete cds. 



585TJ52367 



586 ; Z35955^ 
587^U53179" 



^Clostridium acetobutyllcumXfCC 824 Y-type ATP synthase; 
(subunit a (atpA) gene, F-type ATP synthase subunit c (atpC) 
.il5E^5^J^SEL^ TP synthase subunit b 



* l -L 
!L1 



jS^fl!^ YBR086c 
jCaenorhabditis elegans cosmid T27B2. 



LI 



588;X77253 



589JX72713 
'"590 ! U29145 



jC.herbarum Cla h III mRNA > :: gb|I26207|I26207 
j!Sequen^ 

X^^E^:9^B?LS^A^ T Sarco/endoplasmic reticulum Ca- 



U-i 

'XX 

j i7F 
Tli 



! 591 


U06061 


^Cubanichthys pengelleyi mitochondrial control region, 
i partial sequence 


jl.l 




! 592 


X62244 


_JB.mycoides blacl gene for beta-lactamase I 


LI 




593 


r S488355 


__JMouse oxytocin-neurophysin I gene, complete cds 


"Til 




594 


U83489 


lEmericella nidulans septin B (aspB) mRNA, complete cds 


1JXXI1 




595 


M18193 


;Human inter-alpha-trypsin inhibitor heavy chain mRNA^ 
[partial cds, clones lambda-HuHITI-[9,33]. 


_JIJL_ 




i 596 


U71273 


J Sus scrofa glucosidase II mRNA, complete cds 


|i.i 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQ ID 


ACCESSION 


DESCRIPTION 


P VALUE 


597 


S53497 


rmmunoglobulin epsilon chain constant region=secreted 
form {3* region} [human, B cell myeloma U-266, Genomic, 


1.1 




:Caenorhabditis elegans calcium channel alpha- 1 subunit 




I 598 


U25119 


homolog Unc-2 (unc-2) gene, partial cds. 




1 599 


U56959 


jCaenorhabditis elegans cosmid T21F4. 


Ll 




X99485 


L.luteus mRNA for alpha-subunit of G protein 


1.1 


x 601 


L35848 


Homo sapiens IgE receptor beta chain (HTm4) mRNA, 


Ll 


I "602 


U93237 


Human menin (MEN1) gene, complete cds 


Ll 


! 6031 


L07042 


SMedicago sativa MAP kinase MsERKl mRNA, complete 


Ll 


| 6041 


Z36977 


^N.plumbaginifolia mRNA for catalase (cat3 gene) 


Ll 






Rattus norvegicus submaxillary gland alpha-2u globulin 




{ JS05 


J00738 


'mRNA, complete cds. 


Ll 






Xenopus laevis histone gene cluster X1H3-A with genes 




606^X03018 


HI A, H2B, H3 andH4 


Ll 


607;X68449 


^L.esculentumU6 snRNA pseudogene (LeU6.1ps) 


Ll 


HZ 608;U53921 


Pneumocystis carinii major surface glycoprotein 


Ti 


i 609M87106 


Human immunodeficiency virus type 2 (FOPOLC2) 
'polymerase fragment > :: gb|M87107|HIVPOLC3 Human 
Jnrimunodeficiency virus type 2 (FOPOLC3) polymerase 


Ll 


1 610^U84539 


iHxmTa^dystrobrevin (DTN) gene, exon 1 1 A 


Ll 


61LJ02896 


is.purpuratus speract egg protein mRNA, complete cds. 


1.1 


I 6T2IJ02896 


JS.purpuratus speract egg protein mRNA, complete cds. 


Ll 


r ~"" 6 ' 13 '[£p 01625 3 


.Klebsiella aerogenes D-amino acid dehydrogenase 


Ll 






jSaccharomyces cerevisiae aminonitrophenyl propanediol 
j(ANPl), UV excision repair protein (RAD23), cytochrome c 




: 614 


L22173 


isozyme (CYC7) genes, complete cds. 


Ll 


615 


U41357 


{jetrahymena thermophila P-type ATPase (TPA1 1) gene, 


fi7i 


\ 616^X14383 


!Bunyamwera virus L protein RNA, complete cds 


Li 






|Mus musculus DNA repair enzyme (Ku 70) gene, exon 13 




617.U50378 


-and complete cds 


ii.i 






|Mus musculus of 5HT5 receptor cDNA gene encoding 




618:Z18278 


\ 5HT5 serotonin receptor 


4.1 


619 ; U14172 


'Mus musculus pi 62 protein mRNA, complete cds. 


fi.i 


620;X76762 


flLsapTens serotonin transporter gene, exon 14 


ii.i 






iBacillus subtilis CzcD (czcD) gene, partial cds, TrkA (trkA) 




1 621IU62055 


^gene, complete cds 


ii.i 




X81847 


jRcarotovora pell, pe!2 andj>el3 genes 


!L1 


623 


M25477 


^Caenorhabditis elegans collagen (col6) gene, complete cds. 


ri*.i 


624 


X97196 


iD.melanogaster X gene 


T.i 


625 
626 


L39059 
|M21790 


iHomo sapiens transcription factor SL1 mRNA, complete 
*X.laevis complement component 3 (C3) mRNA, 3* end. 


;0 






jH.sapiens brca2 gene exon 1 1 > :: emb|A62786.1|A62786 




i 627 


1X95161 


1 Sequence 27 from Patent W097 19110 


! 1-1 


1 628 


K02446 


Tchicken smooth-muscle alpha-tropomy^ 


f 1.1 


629 


U24171 


jMus musculus p21 (WAF1) gene, partialjirom sequence 


[1.1 


630 


JZ26306 


^H.sapiens isoform 1 gene for L-type calcium channel, exons_ 


11.1 


631 


U23070 


< Human putative transmembrane protein (nma) mRNA, 


4.1 


i 632 


^000046 


Mycoplasma pneumoniae section 46 of 63 of the complete 


li. i 


633 


l07548 


\D. melanogaster singed gene, exon 1 


I'lT 7Z 


634 


t U54497 


^Xenopus laevis integrin alpha 4 mRNA, complete cds. 


Ll 


r "~ 635 


J02793 


JMouse R and LI (3* end) repetitive elements. 


Ll 


) 636 


D 10832 


\ Equine herpesvirus genomic DNA for TREC OCT- 


7iT """"" 


637 


"X51766 


liTpolyphyllus mRNA for ribosomal protein S 1 6 


Ii.i 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 
638 



639 



640 




J> 4 J 
646 



647 



648 



649 

""650 
651 



652 



653 
654 



655 



ACCESSION 
U60804 



DESCRIPTION 



Z79068 



Z73585 



U22818 



Danio rerio turn^rjm^^ 

ll^sap^^ Hui^njfra^tient, 

jS.cerevisiae chromosome XVI readin g frame QRF 

iCricetulus griseus SRD-2 mutant sterol regulatory element 

J?33£^^ £5*?: 



P VALUE 
1.1 

ivr~ 



[Humarnft^ pe^oxi^^ 

Human alkaline phosphatase gene, 5' flankingr^ioru 



1.1 



Homo sam£^ldnecti^^ cjomple^cd^ 



U32251 
M975lT 



Bos taurus clone 9 immunoglobulin lambda light chain 

XSB^^ 



AJ000060 



L07067 



jMus musculus gene^encod^J^^ 

{Simian varicella virus tegument protein gene, complete cds; 
| serine/threonine protein kinase genes, complete cds; 
[membrane glycoprotein genej>^^ 



L00619 
M76981* 



jMouse T-cell-speciflc tyTo^rj^fcjnase (ltk)j^^A,comp\QtQ 



I A 

111" 



Li 

n 



D87460 



< Human mRNA for KIAA0270 gene, partial cds 



D 17466 



D89066 



Streptom^^ crtS gene for sigma factor, compjete 



jl.l 



* Staphylococcus aureuj^^ cds 



X96853 



' l P : persica mRNA for endo-beta- 1 ,4-glucanase, peel 1 



jl.l 

a a 



NM 002248.1 



'Homo sapiens potassium intermediate/small conductance 
I calcium-activated channel, subfamily N, member 1 
j(KCNNl) mRNA > :: gb|U69883|HSU69883 Human 
i calcium-activated potassium channel hSKl (SK) mR NA, 



1.1 



656 

"657 
"(558 



Z63493 



r H.sapiens CpG island DNA genomic Msel fragment, clone j 
j 8 5 c 1 , reverse read cpg8 5cJ^£tla [ 



1.1 



659 



M2 1 995 i Human^coagulation fatf ojrJK^^ 

^ _ 'Mous^ 

jWheat germin 9f-3.8 gene, complete cds. 



11.1 

ITT 



M63224 



1-1 



660 
661 



M74515 



jMouse GA binding protein (GABP-alpha subunit) mRNA, 
i complete cds^ _ _ 



1.1 



X52949.1 



1.1 



662 



Rattus norvegicus gene for ribosomal protein SI 5, exon 1 , 2, 1 
D11388 )3, 4,jco^g^^_ j 



663 



U22302 



664IM38132 



665SU07261 



jHuman hisjol^^ 

; S.pombe radl gene, complete cds. 

^Perissodus microlepis T5 la mitochondrion NADH 
^dehydrogenase subunit 2 g ene 2j££EP* e !^^ 



LI 

l.f 

l"""' 



666JZ75244 
w 667|D638lis" 



S.cerevisiae chromosome XV reading Jframe^^RFYOR336wi 1 

_ . „- ~ ~ ^ 



668SU04699 



669M19881 



6701X64310 
'611 X56469 



Mouse DN for glutamate transporter Slcla3, exon 1 

Euproctus platycephalus mitochondrion 1 6S rRNA gene, 

partiaji^sequerKe^ _^ ^ ^ 

fPjfeldpar^^ 

H. sap^sJDN^far pu-pj^^j^^ 



Mouse HSA-A gene coding for he at stable antigen 



672 L76262 



jMeloidogyne hapla mitochondrial COII gene, 3' end of cds; 
(transfer RNA-His gene; 16S ribosomal RNA gene; ND3 
1 gene, £omrjlete cds; cytochrome b (cytb) gene, 5^ end of cds i . 



673 



614 
615 
616 



X52574 



| Mouse mRNA from MovlO locus 



Z11711 



M37240 



Z72947 



LL 

T 

[S.cerevisiae chromosome VII reading frame ORF YGR162w^ 1 



jH.sapiens gene for a lpha-2jm^c^obulir^exon 1^ 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 



ACCESSION 



X58713 



678 



679 



680 



M30502 



DESCRIPTION 



P VALUE 



N.crassa phr gene for photolyase 



Human immunodeficiency virus type 2 (HIV-2), complete 
proviral genome. 



M23082_ 
K03203 " 



681 M86844 



682 U55381 



IL 

II 
ti ' 

[i 

^Microtusjc^ s^tdJ^tejirray DNA sequencer 1 

jLeishmania tropica P-glycoprotein E gene, complete cds ; 1 



i(^clpnjjmto^ complete 
I Human PRH1 locus salivary proline-rich protein mRNA 



683 



D11388 



Rattus norvegicus gene for ribosomal protein SI 5, exon 1, 2 9 \ 
13, 4, complete^cds „ 



684 



L43496 



685 



X69103 



686 



M32883 



Alfalfa leghemoglobin gene, complete cds. 



687 M30502 



(Human immunodeficiency virus type 2 (HIV-2), complete 
jproviral genome.^ 



;.L 

0.99 

7 0.98 



0.98 



j688jK02212 
'6^9[Y09746^ 
"690 Dl 2580* 



Human alpha- 1 -antitrypsin gene (S variant), cojrnplejtejc^. [0^96 



. H.oJ^gactis^rruWA Jbr^hea^stoc]^protemJ70^ 



691 



Group II phytoplasma gene for 16S ribosomal RNA 



LI 0465 



IHaematobia irritans (clone Horn.fly.3.7) mariner transposase 
pseudogene, partial cds . 



0.96 
0.95" 



0.95 



692 



U22541 



lEnterocojscusJtrk^ sequence. 



0.95 



693 U66261 



jCaenorhabditis elegans multidrug resistance related protein 2 
( mrp-2 ) 



0.93 



694 



L05517 



i Plasmodium chabaudi DNA sequence, exon L 



0.91 



695 S40532 



|NSCL-2=basic domain helix-loop-helix gene [mice, embryo, 
imRNA, 2230 nt] 



0.91 



696L48339 



|Pseudomonas aureofaciens phzFABCD genes, complete 
icds's. >^gbj^^^ 



6971X77515 



R.rubrum nifJ gene 



0.65 



698|X51394 



jXenopus mRNA for APEG protein, containing a highly 



0.65 



699SAF097906 



;Rana catesbeiana myosin heavy chain (MHC-3) m 



0.64 



700JX64724 



701 



^M.musculuj^^ cell receptor^ 

:Homo sapiens formyl peptide receptor-like 1 (FPRL1) 
JmRNA > :: gb|M84562|HUMFPRLlA Human formyl 



0.62 



NM_001462.1 peptide receptor-like receptor (FPRL1) mRNA, complete (0.61^ 



702 



AF 110966.1 



703 



Y10743 



JS^scrofa mRNA for pl20-PI3K protein ~ " H).6 



704 



U39669 



jXenopus laevis pyruvate dehydrogenase El -beta subunit 



10.59 



705 
"706 



AJ004952 



;Bosjteu^^ ^owrtijfactor receptor type 10.59 



AF125454 



l^d^r^^bdixis elegans cosmid Y47G7C 



10.59 



707 



X59002 



jLeukemogenic retrovirus T1223/B env gene 



S0.59 



708 



Z73039 



^S.cerevisiae chromosome VII reading frame ORF YGR2 54w j 0 .5 9 



709 



Z28236 



710 



U39669 



^^^l^cerevisiaej^^ fram^ORFJTKROn c 
jXenopus laevis pyruvate dehydrogenase El -beta subunit 
;( PdhElbeta-2) mRNA, partial cds 



711 



Z16651 



0.58 



0.58 



0.58 



712 



X60163 



713 



D 10465 



i Human TSK^ 

,Zymomonas mobilis invA gene for intracellular invertase 
El, complete cds 



!0.58 



0.58 



714 



Z33280 



M^R^l^I^A for CONTIG MC376 



715 



AF012899 



I Sambucus nigra ribosome inactivating protein precursor 
jrnRNA, complete cds 



0.57 



^0.57 
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SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


716 


AB014572 ^Homo sapiens mRNA for KIAA0672 protein, complete_cd£_ 


0^57 " 


717 


NM 002714.1 


riomo sapiens proiem pnospnaiase 1, reguiaiory auuunii iu 
(PPP1R10) mRNA > :: emb|Y13247|HSFB19 Homo sapiens 


0.57 


__718 


M10630 


Bacteriophage U3 cleavage site for phage phi-X174 gene A 


0.56 


719 


Z554/4 


H.sapiens CpG island DNA genomic Msel fragment, clone 
42d3, reverse read cpg42d3.rtla 


0.56 


720 


U96697 


Drosophila melanogaster DPP2C1 (dpp2cl) mRNA, 


0.56 


721 


AC001048 


Homo sapiens (subclone l tlz rromPl t±5z>) JJJNA 


0.56 j 


- j 22 


M32245 


Human aromatase gene, 5 r flank. 


0.55 ; 


723 


AF051944 


Gallus gallus Xin mRNA, complete cds ____ 




724 


AF077539 


Caenornabaitis elegans cosmia 1 Iju5 




725 


U43841 


Entamoeba histolytica U6 small nuclear RNA gene, 
complete sequence 


I 

0.54 


726 


NM 000551.1 


Homo sapiens von Hippel-Lindau syndrome (VHL) mRNA, 
and translated products 


0.54 


1 727 


U55215 


Cavia porcellus interleukin-5 receptor alpha precursor (gpIL- 
5ra) mRNA, complete cds 


0.53 


E "" """728 


D16471 


Human mRNA, Xq terminal portion 


0.53 


\ 729 


X76245 


|s.cerevisiae NOP77 gene for essential nucleolar protein 


0.52 


i 730 


Z11993 


V.proteolyticus aminopeptidase 


0.51 


j 731 


L34620 


Eubacterium fosser 16S ribosomal RNA. 


049" 


732 


U28757 


Sus scrofa lysozyme gene, complete cds 


0.49 


1 733 


U75187 


Arabidopsis thaliana gerrnin-like protein (GLP1) mRNA, 




1 734 


Z96514 


H.sapiens telomeric DNA sequence, clone 2PTEL005, read 
2PTELOO005.seq 


0.48 


! 735 


AE000579.1 


Helicobacter pylori 26695 section 57 of 134 of the complete j0.48 I 


| 736 


Y13852 


Drosophila diplacantha clone D3 inactive Bari-1 family 


0.47 I 


f ** 737 


X14036 


Tomato cab-7 gene for type II chlorophyll a/b-binding [0.47 \ 


| 738 


X84308 


H.vulgare mRNA for photosysteme I antenna protein 


0.47 1 


i 739 


S78378 


Oct-4 (tl2 haplotype) [mice, Genomic, 1 191 nt, segment 3 


r 0.46 j 


1 740 


NM 000254.1 


Homo sapiens 5-methyltetrahydrofolate-homocysteine 
methyltransferase synthase mRNA, complete cds 


0.46 


| 741 


L04161 


Plasmodium falciparum (clone Pfg377 [PfsXLX]) DNA 
sequence, complete cds 


0.46 


\ 742 


X95887 


JHLsapiens PLP gene, intron 1 


0.45 


1 743 


U38179 


Rattus norvegicus cyclic nucleotide phosphodiesterase 
(RNPDE3A) mRNA, complete cds. 


0.45 


f j 

; 744|U41833 


Macaca mulatta MHC class I antigen Mamu B*02 mRNA, 
complete cds 


0.45 


745!l01794 


Plasmid pADl (from Enterococcus faecalis) replication- 
associate protein (rep A, repB, and repC) genes, complete 


0.45 


| 746(U64573 


Human connexin43 gap junction protein (connexin43) gene, 
exon 1 and promoter region 


, j 

0.44 


r 7471X60832 


P.sativum gene (GS 3A) for glutarnine synthase 


0.44 


748[Z93997 


^Unidentified bacterium DNA for 16S ribosomal RNA 


0.44 




Haemophilus influenzae Rd section 133 of 163 of the 


044 


1 749jU32818 
1 75oIaF018161 


Sphaerozoum punctatum 16S-like ribosomal RNA gene, 
complete sequence 


0.44 


| 751&78156 


Human mRNA for rasGTPase activating protein, partial cds 


044 i 


L 752(^000173 ^ 


Porcine mRNA for endopeptidase 24.16, complete cds 


0.44 l 


7^3to36626 


Rat simple sequence DNA, clone 5. 


0.44 


L 7 5ilX 09922 


M.musculus flanking region of exon 1 of SEZ-6 gene 
including promoter sequence 


0.44 
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DESCRIPTION 
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;Caldocellum saccharolyticum celB gene for 

1 j & 


\ 


\ 755J2O3602_ 


jcellobiohydrolase/endocellulase 


'0.44 ! 


! 7561AF005664 


;Homo sapiens properdin (PFC) gene, complete cds 


0.44 j 




\ 


^Chinese hamster cAMP-dependent protein kinase, catalytic 




: 757JM63312 


jsubunit^^ cds. 


;o.44 I 


i 758 


JU43382 


1 Human Down Syndrome region of chromosome 21 DNA. 


(0.44 \ 


\ 759 


JJ75187 


lArabidopsis thaliana germin-like protein (GLP1) mRNA, 


0.44™ ~~1 


r—^— : 

1 




! Human duplicate spinal muscular atrophy mRNA, clone 




! 760 


U21914 


S5G7, partial cds. 

1 — ; , — . 


[0.43 \ 


761 


AFO 10537 


j Plasmodium falciparum microsatellite TA3 sequence 


^0.43 f 


; 762 


^X05034 


jRat C2A gene for prostatic binding protein (PBP) 


j043 1 






^Dictyostelium discoideum mitochondrial DNA for NADH 




j 763 


D 16579 


I dehydrogenase subunits and cytochrome oxidase subunit 


io.43 1 


; 764 


"M58155 


[African swine fever virus multigene families 360 and 110. 


j0.43 ! 


765 


Z82587 


R.prowazekii genomic DNA fragment (clone A315R) 


10.43 1 






Bacillus subtilis DNA for glyceraldehyde-3 -phosphate 


lo.43 j 


766 


X13011 


dehydrogenase (EC 1.2.1.12) 




767 


X59952 


T.thermophila SB2040 micronuclear limited DNA element 


^0.43 1 


! 768 


Z70730 


L.lactis gene for beta-phosphoglucomutase 


;0.43 j 


I 769 




S.pombe cwll gene 


jo~43 * 


770 


^X63628 


S.pombe MFm2 gene 


j0.43 \ 






O.berteriana mitochondrial nad5 gene for NADH 


\ \ 
\ \ 


771 


X60049 


dehydrogenase subunit 5, exons d and e 


0.43 1 


772jD45241 


Rat MHC class II gene (RT1 .DOa), exon 2, 3, 4 and 5 


fo.43 1 


( 773 


D83472.1 


Bos taurus gene for adrenodoxin reductase, exon 1, 2 




774 


M34044 ^Pig Na+/glucose cotransporter protein (SGLT1) mRNA, 3' 


^0.43 1 




'Human putative G protein-coupled receptor (AZ3B) mRNA, 




775 


U28488 


complete cds 


[0.43 { 


776 


X89398 jH.sapiens ung gene for uracil DNA-glycosylase 


0.43 ; 


111 


Z36879 


F.pringlei gdcsPA gene for P-protein of the glycine cleavage 


0.43 I 


778; 


M73760 \ Mouse serine protienase, complete cds. 


0.43 1 


779 


Z36803 _ j 


H.sapiens (xsl51) mRNA, 355bp 




" 780 


M33940 ;Human Val-tRNA and Lys-tRNA genes. 


o5T° ~"1 


! 781 


M96159 


Rattus norvegicus adenylyl cyclase type V mRNA, complete 


0.43 1 


] ' 782 


X54134 jHuman HPTP epsilon mRNA for protein tyrosine 


0 43 I 


\ 783 


Z73039 


S.cerevisiae chromosome VII reading frame ORF YGR254w 


0.43 I 


784 


AB002312 1 


Human mRNA for KIAA03 14 gene, partial cds 


0.43 j 


! 785 


AB0023 12 Human mRNA for KIAA03 14 gene, partial cds 


0.43 | 


i : 


i Human ATP binding cassette transporter (ABCR) mRNA, 




1 786 


U88667 j 


complete cds 


0.43 I 






Human ATP binding cassette transporter (ABCR) mRNA, 




[ 787 l 


U88667 


complete cds 


0.43 1 






H.sapiens CpG island DNA genomic Msel fragment, clone 




788 


Z65552 \ 


46b 12, reverse read cpg46bl2.rtla !0.43 | 


j 789JX15599 <Phanerochaete chrysosporium LIP2 gene for lignin S 


0.43 I 


j i 


IDrosophila melanogaster dopamine Dl-like receptor mRNA,! 




790U22106 partial cds. 


0.43 


79 1 i M 1 3 1 77 I Mouse transforming growth factor beta mRNA ™! 


0.43 




(Homo sapiens hormone receptor (growth factor-inducible \ 






j nuclear protein N 1 0) (HMR) mRNA > : : I 


j 


: 792^ 


NM_002135.1 lgb|L13740|HUMTR3A Human TR3 orphan receptor mRNA, 


0.42 1 




iMus musculus Ets- family transcription factor Elf-1 mRNA, 




793U19617 j 


complete cds 


0.42 ! 
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ACCESSION 


DESCRIPTION 


P VALUE 




lM^,9§l§. ! Human nucleolin gene, complete cds. 


0.42 


795 


[Caenorhabditis elegans cosmid F07D3, complete sequence 
1 Z7 1 1 79 __JCaenorhabditis elegans] 


0.42 


796 


i Z 1 1 8 04 j D . discoideum ras gene 


0.42 


797 


;Equus caballus (clone GEN2-9) germline Ig lambda chain 
jgene, J4-C4 region, last 2 exons. > :: gb|L07573|HRSIGLL 
L07572 Jjifl 111 * 5 caballus (clone HVL1) germline Ig lambda chain 


0.42 


798 


L25637 [Xenopus laevis HNF-3beta gene, complete cds. 


0.42 


799 


jEscherichia coli K-12 MG1655 section 183 of 400 of the 
AE000293 [complete genome 


0.42 


j 800 


*H.sapiens CpG island DNA genomic Msel fragment, clone 
Z55829 ! 68a3, forward read cpg68a3.ftla 


0.42 I 


801 

"802 


Yl 1280 ^A^inelandii yoh-1, ibpB, cynR, leuC, leuD, leuB, asd, usg-1 
Y08925 ^.falciparum aarp3 gene, exon 


0.42 \ 
0.42 I 


j 803SX89961 jRsapiens DNA for MCS gene "'"T<X42 1 


[ „ 80^2^330 |A.hypogaea chi2.2 gene for chitinase (class II) 10.42 \ 


805 

f " 806 


[Rattus norvegicus mRNA for scavenger receptor class B, 
D89655 _ joompletecds 


0.42 S 


U70730 i Human SnoN2 mRNA, complete cds 


0,42 j 


\ 807 


jM.musculus flanking region of exon 1 of SEZ-6 gene 
Y09922 \ including promoter sequence 


0.42 j 


\ 808! 
809 


X57638 i Mouse mRNA for peroxisome proliferator activated receptor 
M33 1 96 JHuman Fc-epsilon-receptor gamma-chain gene, complete 


0.42 : 
0.42 


810 


I Caldocellum saccharolyticum celB gene for 
X 1 3 602 ! cellobiohydrolase/endocellulase 


0.42 j 


811 


XI 3602 j 


Caldocellum saccharolyticum celB gene for 
cellobiohydrolase/endocellulase 


0.42 j 




j Mycoplasma pulmonis putative lipoprotein (lipA), VsaB I j 
(lipoprotein (vsaB), VsaC2 lipoprotein (vsaC2), VsaE2 | J 
j lipoprotein (vsaE2), VsaD lipoprotein (vsaD) genes, partial \ ! 







5 J r — jc v / o " — ^ . 

<Sus scrofa clone AR034B cytochrome P450 aromatase 




\ 813IU37312 


f mRNA, complete cds 


0.42 


814 


U70998 


IPhanerochaete chrysosporium manganese peroxidase 
J isozyme 3 (mnp3) gene, complete cds 


0.42 


! 815 


U70998 


Phanerochaete chrysosporium manganese peroxidase 
^lisozyme 3 (mnp3) gene, complete cds 


0.42 


816 


r X59379 


1 Mouse mRNA for amyloid beta precursor (protease nexin II) j 0.42 


817 


X54134 


1 Human HPTP epsilon mRNA for protein tyrosine 


0.42 


\ 818 


Z32676 


jH.sapiens xl 1 gene, promoter region 


0.42 


1 819 


U28938 


jRattus norvegicus protein tyrosine phosphatase D30 mRNA, 
cds 


0.42 1 


\ 820 


L41867 


iDrosophila extra sex combs gene, exon 1-4, complete cds. 


0.42 


\ 821| 


AF004659 


(Andes virus Gl protein gene, partial cds 


0.42 \ 


" " 822 


U75187 


[Arabidopsis thaliana gerrnin-like protein (GLP1) mRNA, 


0.42 J 


823 


U27120 


jChlamydomonas reinhardtii ADP-ribosylation factor ^^pjn 
*rnRNA, complete cds. 


S 

0.42 






^Chlamydia psittaci RecJ recombination protein gene, partial ; 
jcds and ORF2, ORF4, glutamyl-tRNA synthetase, outer 




824 


U41759 


imembrane protein 3 (omp3), outer membrane protein 2 j 
1 (omp2), and hypothetical sulfur-rich protein (srp) genes, ... ^0.41 


I 

825|D12716 


[ Candida maltosa ALK4 (CYP52D 1 ) gene for n-alkane j" 
^ inducible cytochrome P-450, complete cds ;0.41 
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SEQED 



ACCESSION 



DESCRIPTION 



826 


101261 


827 


K00131 


828 


AF000949 


829 


U67580 


830 


X98568 


831 


X13595 


1*32 


Y13852 ~" 


833 


X538lT ' 



834 
'835 



836 



L34069 



£26425^ 
J04431 



jI?!EOSK^^ mactiye Bari-1 family 

^Bovine (clone p5 '§K2)y 9 5 '-cyclic nucleotide " — — 
(phosphodiesterase (BTPDE1A1) mRNA, complete cds. > :: 
;gb|I30433|I30433 Sequence 16 from patent US 5580771 > : 



P VALUE ; 
jO.41 
0.4 1 
0.41 

iOAl ~ ~1 



837jU328jD2^ 
"838U24676' 



I Homo sapiens transforming growth factor-beta 1 
lgMI14074^ 




^0.41 



Haem£^ ^^o^<mJ.V^ofl63 of the 



839 



840 



841 



842 



pDrj^or^^ 



U87793 



.Bacillus thuringiensis kurstaki insecticidal delta-endotoxin 

jCty]Mc) ,_(^]Ms^^E!£i corn P le te cds 



10.41 
0.41* 



L06446 



|Mus musculus domesticus insulin-like growth factor 2 



0.41 



0.41 



X06660 



U05349 



(Candida tropicalis POX9 gene for peroxisomal catalase 

i22!Z^^ o.4i 



843 


L12058 


844 


X71327 


845 


AE000534.1 



^|Eqmnejrc^avLru^ complete cds. 

I Clostridium sordellii 7-alpha-hydroxysteroid dehydrogenase 
jgene^jcomplete cds. 



0.41 



JML 



846 
'847 



L33727 



Y11270 



-iMi!™^ 1 
4M£ticote^^ 34 of ^ccSggTete J0.41 

j Mouse 43kDa acetylcholine receptor-associated protein ~~ j ~ 
J£Rapsn)_gen£,^e^^ 



^Kh^c^icaJTNO gene 



,0.41 



848 


^L10390 


_jcoenzyme A reductase gene, complete cds. 


0.41 




849 


M34044 


;Pig Na+/glucose cotransporter protein (SGLT1) rriRNA, 3' 


0.41 




850 


M20543 


jHuman skeletal alpha-actin gene, complete cds. 


r 0.41 




851 


[U97192 


jCaenorhabditis elegans cosmid C01F4 


0.41 




: 852 


U65625 


*Mus musculus strain BALB/c IgH C alpha gene, 3* 
^regulatory region enhancer E j 


0.41 j 


853 


^X78344 


IS.cerevisiae CAT8 gene jb.41 




854 


Z26280 


'H.sapiens isoform 1 gene for L-type calcium channel, exon 10.41 


I 


i 

\ 855 


Z23995 


|H. sapiens (D1S469) DNA segment containing (CA) repeat; I 
_|dc^i£/^M280za5; single read 


0.41 




856 


X51394 


jXenc^s mRNA for APEG protein, containing a highly 1 
nrepetitive amino acid sequence \ 


0.41 




"857 


U7271~9 "~ 


[Streptococcus agalactiae heat shock protein 70 cds * 


0.41 




858 


M95673 


fSaccharomyces cerevisiae ptal gene, complete cds. I 


0.4. r_ 




859 


U28938 


jRattus norvegicus protein tyrosine pho^^ | 
j complete cds j 


0.41 


— ™J 


860 


NM 001072.1 


; Homo sapiens UDP glycosyltransferase 1 phenol UDP- j" 
^glucuronosyltransferase (UDPGT) mRNA, complete cds. ^ 0.4 1 


! 
I 


861 


Z72884 


^S.cerevisiae chromosome VII reading frame ORF YGR099wj0.41 




862* 


X96883 


_[H.sap^ns sp and 6-LTR like repeat, j 6.4 
jHun^Ln myoglobin gene, exon 2. [o 4 




863 


M14602 





Table 2A 
Page 20 of 61 



Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


864 






iGallus gallus mRNA for virus activatingprotease, complete 


0.4 


865 


D49817 




Homo sapiens mRNA for 6-phosphofructo-2-kinase/fructose 
2, 6-bisphosphatase, complete cds 


0.4 


86€ 


?L78742 


(Homo sapiens (subclone 10 bll from PI HI 6) DNA 


0.4 




867 


|X51772 


JSat DNA for calpain if large subunit (EC 3.4.22.17) (exon 


0.4 




868 


(U09473 


Xuxilus chrysocephalus chrysocephalus Meramec R., 

I Jefferson Co., MO, USA, mitochondrion 12S rRNA and 16S 

tRNA genes, partial sequence, and tRNA-Val gene, 


0.4 


I 


869 


f X526I4 




Maize chloroplast rps 1 5 gene for ribosomal protein S 1 5 


*0.4 




870 


U76524 


Sambucus nigra ribosome inactivating protein precursor 
mRNA, complete cds 


0.4 


871 


M30467 


D.discoideum uridine diphosphoglucose pyrophosphorylase 
(UDPGP1) gene, 5' end. 


0.4 1 


| 872 


NM 002248.1 


|Homo sapiens potassium intermediate/small conductance 
\ calcium-activated channel, subfamily N, member 1 
J(KCNNl) mRNA > :: gb|U69883|HSU69883 Human 
\ calcium-activated potassium channel hSKl (SK) mRNA, 


0.4 


i 

j 


873 


MSI 686 




Petunia hybrida Sx-protein 


0.4 


%v m ; 


874 


S39508 


Jmyelin P2 [mice, Genomic, 3694 nt] 


0.4 




\ 875 


iU 82966 


;Oryza sativa Ca2+-ATPase gene, complete cds 


0.4 




S 876 


X16323 




Human mRNA for hepatocyte growth factor (HGF) 


0.4 




877 


U31631 


TOctyostelium discoideum class II apurinic/apyrimidinic(AP)' 
iendonuclease (DdapeA) gene, complete cds 


0.4 




878 


X60753 


jP.sylvestris BBS gene for bibenzyl synthase 


0.4 




j 879 


V00711 


^Mus musculus mitochondrial genome > :: 
jgb|J01420|MUSMTCG Mouse mitochondrion, complete 


0.4 




j 8801U66274 


jRattus norvegicus neuropeptide Y5 receptor (NPYR5) 
jmRNA, complete cds 


0.4 


\ 


; ~ 7"'~ 88lTX83673 


^X.laevis SSB1 gene 


0.4 




j ™8i82ix'l4036 


jTomato cab-7 gene for type II chlorophyll a/b-binding 


04 




1 883 


U76524 


Sambucus nigra ribosome inactivating protein precursor 
JmRNA, complete cds 


0.4 




884 


X64467 


jKLsapiens ALAD gene for porphobilinogen synthase 


0.4 




885 


L81673 


jHomo^apiens (subclone 1 f8 from PI H49) DNA sequence 


0.4 




| 886 


L36887 


jSaccharomyces cerevisiae mitochondrion transfer RNA- 
[L^ Gin, Lys, Arg, Gly, Asp, Ser2, Arg2, Ala, He, Tyr, Asn \ 


0.4 1 


1 887 


L24905 


'Bombyx mori nuclear polyhedrosis virus hr5 gene. 0.4 




888| 


K00841 


[human beta-tubulin pseudogene, clone 21 -beta. 


0.4 




889 


K0281Q 


jRabbit MHC RLA region class 119-1 gene, complete cds.| 


0.4 


\ 890 


L24905 


!Bombyx mori nuclear polyhedrosis virus hr5 gene. f 


0.4 




L 891 


X6949 1 


jG^galius gene for gonadotr^hin releasing hormone I 


0.4 




892 


X95887 


jH.sapiens PLP gene, intron 1 


0.4 \ 


893 


Z96576 


jH.sapienstelomeric DNA sequence, clone 3PTEL001, read 
]3PTELOO001.seq j 




_J 


894| 


Z16503 


jH. sapiens (D1S196) DNA segment containing (CA) repeat; 
Jclone^A™^ single read { 


14 


895 


M20572 


(Mouse interleukin 6 (IL-6) gene, complete cds. i0.4 




896. 


A.F022372 


[Candida albicans proteinase (Kex2) gene, complete cds M 


3.4 




897 . 


Z77964 


|ILsapiens flow-sorted chromosome 6 Hindlll fragment, ^0.4 




898. 


Z58874 


JH.sapiens CpG island DNA genomic Msel fragment, clone f ~~ 
j 1 1 0g9, reverse read cpg 1 1 0g9.rtl a 1 0.4 


j 

i 


899: 


X53422 


jD^grirnshawi sl8, sl5, sl9 and sl6 chorion protein genes [6.4 
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SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


90C 


NM_002435.1 


^Homo sapiens mannose phosphate isomerase (MPI) mRJSfA 
J> :: emb|X76057|HSRPMI H.sapiens PMI1 mRNA for 
jphosphomannose isomerase 


i 

j 

l i 

;o.4 ! 


901 


1x05914 


jD. virilis mitochondrial DNA for origin of replication, small 
{mitochondrial ribosomal RNA, transfer tRNAs tRNA-fMet, 
|tRNA-Gln and tRNA-Ile 


i ~ | 

0.4 | 


902 


f Z95179 


IG.gallus microsatellite DNA (LEI0290 (= EC1 1E07)) 


JE>.4 ! 




X65627 


f M.musculus mRNA TNZ2 for p68 RNA helicase 




904 


U87940 


1 Salmonella typhimurium hydroxyethyl thiazole kinase (thiM^ 
{and HMP-P kinase (thiD) genes, complete cds 


|a4 


905 


U15450 


jSus scrofa clone pvgl3 Ig heavy chain variable VDJ region 
jmRNA, partial cds. 


Jcu 


906 


M27902 


jRat cardiac specific sodium channel alpha-subunit mRNA. 
1 complete cds. 


j 

j0.4 \ 


907 


U22893 iRattus norvegicus muscle Y-box protein YB2 mRNA, 


=0.4 I 


908 


NM 003632.1 


jHomo sapiens neurexin 4 (contactin associated protein) 
j(NRXN4) mRNA > :: gb|U8 7223 |HSU8 7223 Homo sapiens 
jcontactin associated protein (Caspr) mRNA, complete cds 


r -j 

10.4 1 


909 ; 'AF001504 


jHomo sapiens myasthenia gravis autoantigen gravin mRNA, 
j partial cds 


| 

0.4 j 


910AB002384 


1 Human mRNA for KIAA0386 gene, complete cds 


0.4 \ 


; 911IU40145 


[Mus musculus Mdm2 (Mdm2) gene, complete cds. 


OA j 


912-NM 002714.1 


^Homo sapiens protein phosphatase 1, regulatory subunit 10 
[(PPP1R10) mRNA > :: emb|Y13247|HSFB19 Homo sapiens 


i 

0.4 [ 


; 913 f Y09762 


jMokola virus genes encoding nucleoprotein, 
fphosphoprotein, matiiceprotein, glycoprotein and 


0.4 i 


* 914;U75187 


| Arabidopsis thaliana germin-like protein (GLP 1) mRNA^ |0.4 1 


; 915:282448 


{R.prowazekii genomic DNA fragment (clone A503F) j 


0.39 ) 


916=Z50864 
917.K03196 


(L.delbrueckii sp. lactis plasmid pWS58 DNA, complete 
: Human interferon-beta-3 gene. 


0.39 ! 
0.39 1 


i 918 


U66614 


Tvlarinococcus halophilus L-2,4-diammobutyT^ \ 
transferase (ectA) gene, L-2 5 4-diaminobutyric acid 
transaminase (ectB) gene, ectoine synthase (ectC) gene, 
putative transposase orfA gene, complete cds, and putative... 1 


\ 

0.39 


! 919 


L48522 


Homo sapiens tuberin (TSC2) gene, exons 6, 7, and 8 


0.39 




Z68133 


Caenorhabditis elegans cosmid F23C1 1, complete sequence 
[Caenorhabditis elegans] 


0.39 


921 


U60973 


Candida albicans oligopeptide transporter (OPT1) gene, 


0.39 1 


922 


L3 1 398 |Mus musculus dynamin (UDnm) mRNA, complete cds. H 


0.39 ~~1 


923| 


X15966 JRabbitDNA for L10c4 repeat T 


0.39 I 


j 924; 


[Caenorhabditis elegans cosmid VZC374L, complete j 
Z95122 sequence [Caenorhabditis elegans] i 


i 

0.39 J 


L. 925|XS5036 (M.musculus long mosaic repeated sequence (LMRS) 


0.39 ~] 


; _ 926JU35640 


Arabidopsis thaliana thioredoxin h (TRX3) gene, complete 


0.39 J 


j j {Fibroin gene intervening sequence from Bombyxmori (silk \ 
{ _ 927JV00094 (moth), with 5' flank and partial coding sequence ( 


0.39 j 


i l 
928 


i 

U47687 1 


Streptococcus pneumoniae immunoglobulin A 1 protease i j 
(iga) gene, complete cds |o.39 j 


929 


Z93381 


Caenorhabditis elegans cosmid F28G4, complete sequence 
[Caenorhabditis elegans] t 


3.39 


9301 


Q76524 


Sambucus nigra ribosome inactivating protein precursor 
mRNA, complete cds U 


3.39 


[ 931J: 


X71600 j[ 


H.sapiens DNA sequence of polymorrjMcpentanucleotide (0.39 j 
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SEQID 



932 



ACCESSION 



DESCRIPTION 



NM 000958.1 



??3(Y07648 
"934 Y13852 



,Homo sapiens prostaglandin E receptor 4 sapiens 
J prostaglandin E2 receptor EP2 subtype mRNA, complete 
J^^lIL^^^^ 1 from patent US 



P VALUE 



10.39 



935 



936 



937 



938 



939 
940 



941 



10.39 



M57851 



jDrosop^j^ ^0.39 



!*5iS£5^^ gene, exon 13. 



X52270 



Maize chloroplast 3'part of rpoC2 gene, rps2 gene, atpl gene 
and yp^rj^ofaQ)H gene 



U50948 



Partus norvegicus taste bud receptor protein TB 567 (TB 
J567)^ene, complete cds 



0.39 



0.39 



10.39 



X60435 



U12972 



TLsapiens gene PACAP for pituitary adenylate cyclase 
jactivating gp2XB5P^ e 



0.39 



X54709 



|Mu^veromyces lactis BiP gene for BiP/GRP78 ™" r~ — 



Z73360 



J Human DNA sequence from cosmid 92M18, BRCA2 gene 
jregpnjcjtaojnosome 13ql2-13 



942 



943 



944 
945 



L13841 



Z72554 



jPlasmid pXOl (from Bacillus anthracis UM23-1) trans- 



(0.39 



10.39 



L24905 
Z11486 



946 



X70675 



947AF010537 



9481X78219 



jj^mb^ virus hr5 gene . j 0 . 3 9 
jPmusj^ 

^^uscjdusg^ ~" 

^I4asm^ TA3jequence 



949JD42055 
950Z30698" 



Djmeknog^^ SED5 mRNA 



951 



952 



953 



954 



955 



956 



957 
958 



M64715 



Z32774 



Hurnarij^ 

Ptas^^ gene, 



|039_ 
039 
0.39" 

0.39] 
0.39 



U70998 



Z72884 



|Phanerochaete chrysosporium manganese peroxidase 



S78378 



Jj5;£2E^ VI1 reading frame ORF YGR099w 



U78098 



jOc1^£i[t^^ rrt,jegment 3^ 

jPyrococcus furiosus ribonucleotide reductase (rnr) gene, 
I complete cds 



0.39 



0.39 



0.39 



0.39 



0.39 



10.38 



959 



960 



96Jt 
962 
"963 



964 



965 



966 
967 
968 
J>69 
970 



U78857 
Z54096 



(Ratals norvegicus protein serine/threonine kinase CPG16 



10.38 



Z72778 



D14718 



JSjJ!^^ cosmid c 1 3 A 1 1 

^ Sxer£visja£c^ frame ORF yql25(w 



0.38 



0.38 



U09138 



U32818 



Mus musculus peroxisome proliferator activated prolelrh™ 
[gamma-2 mRNA, complete cds. 



X89398 



X69440 



Haemophilus influenzae Rd section 133 of 163 of the 



0.38 



0.38 



0.38 



I^ar£e^n£unj|gen DNA-glycosylase 



10.38 



U62660 



N^acumNTP303 gene 



AE000042 



V00190 



X98568 



U54776 



_______ j038^ 

|Tox^ cds] 0.3 8 ~ 

— — iMffi 1038" 
! GeneJ^sra^ " 

^jH^ar^i^^pii^ collagen gene )o38 ' 



Z72888 



^^SYIBl?J^2^S9E}:l}[ 11 readin g frame ORF YGR103w 



972(U97JL28 
972pf02846 " 



Plasmodium falciparum HMG-like protein Pfl6 (Pfl6) 
j mR^^partial cds 



0.38 



0.38 



0.38 

6738' 
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SEQ ID ACCESSION 
973iJ00803 



DESCRIPTION 



974 



975 



976 



977 



978 



979 



X04310 



complete 



Y13129 



X95099 
D83948" 



__jRictoeiW partial 



P VALUE 



Z84722 



U40604 



I Human DNA sequence from cosmid GG4 from a contig 
jframtih£jdp^^ 



038_ 
038 
"fo.38" 

joJf 

0.38 



j Lister^jnonocytoge^ 



980 



981 



982 



983 



Z92808 



X91882 



jCaenorhabditis elegans cosmid M04C3, complete sequence 
jJ^Ca^wi^Mitis elegans] 



M26394 



j^maysZ^l£gene 



U32021 



0.38 



038^ 
038 



0.38 



9841X54061 
985X14612 



986 

"987 
~988 



989 



990 



jGossypium tomentosum 5S ribosomal BlNA^gene 

^^^^S^lS^Il c }? ne * * 0.38 

jD. melanogaster mRNA coding1fo7a^205K inicTombufe- T 

J^jsociate^protein QAAP)^ ^ 03 8 

^3^^ 1-5 ~~ fo.38 



U12594 

Uj6484'r 
M93148" 



Sus scrofa immunoglobulin alpha heavy chain constant 



10.38 



X14049 



X94616 



991 
992 



S78378 



|038^ 



Camsfemi^ " 



993 



994 



995 



D50091 



Y11874 



jJSJct-^ftJ^^ jO.38 



X63628 



jS.pombe MFm2 gene 



10.37 

Iblf 



996: 



_997 
_998 
999 
1000 



1001 



Z69652 



Y08305 



j Human DNA sequence from cosmMT75BSp^ 
_|5|is£aseJR£go^^ j 0.3 7 



U64453 



X82286 



^ Human ELK1 pseudogene (ELK2) and immunoglobulin 



Z48231 



L36679 



!037 



X95275 



J^fajcip^^ 



H.sapiens CpG island DNA genomic Msel fragment' clone 
1 002 \ Z5 8 5 65 Jf 4a ld[°I^ a 

1(^3|lT4625^ " * ~ 
1004pJ72236 
'1?°^!^Z3940 "™ 

10061L06092 _ 
'10071X98918" 
Jpb8;xi4448""*** 
T^IA^3533" 
16161X67711 




0.37 



0.37 



iArcobact^^ RNAT~" ' * " 

~, J-^^^l^S^IL^ESSi^^^?^ fe 10 ^) geneTcorqplete 1037" 
_.JB ,taj£U£irnc^ ~ ~ ™ — — — 

iMesocricetus auratus acidic fibroblasS^^^h^^ 

j flankand non-coding exon 1 . ! 0 3 7 



0.37 



1011;Z33465 
16 12|Z 12652' 



^jHumanjratow 
jHon^^ 

Jl^n^^ genefor catechol 



J013:U4593£ 
1014IU 17084 



5 Human papillomavirus type 68, isolate IS362fmajor capsid 



10.37 
To37 

I0.37" 
037" 
037 " 



J!015|X95668 



5HS^ rejionjmd" 



037 



J^^do^ri^^^ gidB and moxR genes 



_037 
j037 
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SEQID 



ACCESSION 



DESCRIPTION 



1016 



1017 



1018 



1019 



1020 



1021 



1022 



1023 



1024 
1025 



1026 
1027 



X58541 



P VALUE 



U48706 



IMisi^ 1 " 16737 



M77176 



small aggregate formation 



10.37 



Z72888 



Y13234 



l5L52^^ !0.37~ 
£3^^ 1 695* bp ~~~ ~ I0L37'" 



AF0041 66 



D85240 



Y00684 



Lycopersicon pennellii 2-isopropylmalate synthase (lp- 
355?^ cds 



0.37 



1037 



| Rabbit mRNA for gamma-subunit of phosphorylase kinase 
VeC 2.7.1.38) 



X54016 
M22015" 



1028 
l029 



1030 



1031 



1032 



1033 



1034 



1035; 

l036 



M62798 



X76652 



jD.discoideum mRNA for 24 kDa protein, homologous^ 
^j^rrnina^repeat ^se^uence o^frhodopsin and synaptophysin 

jis5y^ 

_ jEierruginemn^ 

j M.musculus rnRN A for 3 f8 



;0.37 



_ ^ _|^c^ 



Z74896 



^0.37 
037 

=0.37" 
r 037" 
l 037 



U20238 



Z54240 



jMus musculus GTPase-activating protein GAPHllnRN^ j 
Jcmr^lete cds. jo.37 



^L^aj^rur^^ genes 



X54742 



^icotiana plumbaginifolia beta-(l,3)-glucanase gene for a 
[vacuolar isoform 



AF001415 



i Arabidopsis thaliana 14-3-3-like protein GF14 upsilon 



0.36 



0.36 



^0.36 



X77801 



iS.beecheyi genomic DNA with direct repeats and integrated 

Jj^E3^5j?iYE^. 1 0.3 6 



1037 
"1038 
1039 



1040 



1041 



J 042 
"i043 



1044 



284431 »J5JiiH!^^ 

2-^25? jF^yh^^ syntiSase*™ 



0.36 



D28503 
X66 131 



X69601 



Clostridium josui hemA, hemC, hemD and hemB genes of~ 
j^rplryrin biosynthesis 



R^arnericj^ajmR^ 



M83758 



Z27392 



f Mytilus edulis mitochondrial cytochrome oxidase subunit II 
k^O^ dehydrogenase subunit 1 



0.36 



0.36 



0.36 



0.36 



10.36 



0.36 



J 045 
i046 



1047 
T048 
7049 

1050 



1051 



1052 



1053 



1 Infectious laryngotracheitis virus US 10, US2, protemTcmaseT 
(UL47, glycoprotein G, ORF5, glycoprotein D, glycoprotein 

^3993?^, jHurn^^ ^ ' * 

iS^EE^ ~~ 1036" 



U28832 



M22345 



U16850 



M19197 



Z49535 



Z74369 



JS£5^^ YJR035w 



S78378 



X60686 



Sxereyjsiae chromosome IV reading frame ORF YDR073w 



1 191 nt, segment 3 



NM 001670.1 



BJtmn]isjr^^ 

Homo sapiens armadillo repeat gene deleted m velo-cardio^ 
facial syndrome (ARVCF) mRNA > :: 

protein 



0.36 



0.36 



0.36 



0.36 



X63149 



L25779 



Y.enterocolitica ampC and ampR genes for beta-lactamase 
]and^^ protein 



^iHZ^^SYfPliSS !^S^^)jf ne 5 complete cds, 



0.35 



0.35 



0.35 
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SEQ ID 


ACCESSION 


DESCRIPTION 


P VALUE 


1054 


U77368 


Listeria monocytogenes internalin (inlC2), inlD, and inlE 
\ genes, complete cds 


i ""~ 
i 

?0.35 


1055 


M62750 


;Homo sapiens intergenic locus pYNZ32 variable number \ 
jtandem repeat (VNTR) sequence associated with Huntington 0.3 5 


10^6 


7<f 0^073 


oiiiiic muiu ^j^.uiscoiueuni/ miviN/\ complementary to tne 
right inverted terminal repeat of DIRS- 1, clone pLZ12. 


I \ 


1 VJ~J 1 




JSus scrofa microsatellite S0399 sequence 


0.35 1 


i vjo 




j-/rosopniia meianogaster xransiormer ^tra ) gene, complete 
jcds, and non-sex-speciflc transformer processed^giseudogene 


0.35 | 


1 050 


T 0Q70R 


|Homo sapiens complement component 2 (C2) gene allele b, 
jexons 10 through 18 and complete cds 


1 

0.35 I 


1 060 


71 670S 


|rl. sapiens (D6S275) DNA segment containing 


0.35 | 


1 061 


;1V1 /H-ZU 1 


jRabbit cytochrome P450IIC4 (CYP2C4) gene, exons 2 and 


0.35 1 


1062 


U63634 


jMesembryanthemum crystallinum inositol methyltransferase 
J(Imtl) gene, complete cds 


0.35 | 


[ 1063 


U73126 


jOryctolagus cuniculus calcitonin receptor isoform rnRNA, 
I complete cds 


0.35 i 






\ Maize chloroplast rpsl5 gene for ribosomal protein SI 5 


\035 : 


^ 1 06^ 


;AJZ014 


Maize chloroplast rpsl5 gene for ribosomal protein SI 5 


0.35 i 


1066 


2^57520! 


IL .micdadei DNA for gro ELS operon 


035^ j 


1 1067 


D38574 


Pyro&ctium occultumpolB gene for DNA polymerase II 
*j[femily B) (alpha-like DNA polymerase), complete cds 


0.35 j 


1068 


Z47075 


Caenorhabditis elegans cosmid E02H1, complete sequence 
[Caenorhabditis elegans] 


0.35 1 


1069 


Y10686 


C.car^reolus DNA, tandem repeat region 


0.35 \ 


1070 


U17771 


Blaberus giganteus mitochondrion 1 6S ribosomal RNA, 
partial sequence 


\ 

035 \ 


1 | ^Oryctolagus cuniculus sodium/dicarboxylate cotransporter 
1071JU12186 jrnRNA, partial cds. 


\ 

0.35 \ 


: 1072JL25677 


Schizosaccharomyces pombe cdc42+ (Cdc42p) gene, 


035 


; 1073^ 


X63628 JS.pombe MFm2 gene 


0.35 1 


1074 


D67071 


^^B£^£^JS^SS^ C ^ exonl (non-coding exon) 


035~ 1 


1075 


X932l8™''~'~" ; 


Impatiens necrotic spot virus L gene 


0.35 \ 


1076 


U16301 jHuman lysyl hydroxylase (PLOD) gene, intron 15, complete j0.35 I 


1077 


M37277 ; 


Human Ig germline H-chain D-region genes, partial cds. 


035 l 


10781 


X14448 \ 


Human GLA gene for alpha-D-galactosidase A (EC 


0.34 


F 1079 


X79930* ; 


O.gibsoni Tbb gene 


0.34""' 1 


\ 1080 


Z37352 


H. sapiens rearranged immunoglobulin lambda light chain V- 
region (Vl-3) 


0.34 J 


1 1081 


X59013 


Rat rnRNA for trypsin V b-form 


0.34 ~~~! 


\ 1 082 


X90761 ! 


Homo sapiens hHa2 gene \ 0.33 \ 


I 1083 


L23498 


Bovine microsatellite repeats 


0.33 I 


\ 1084 


Z18361 


O.aries trichohyalin 


0.33 | 


1085| 


L18785 


Plasmodium falciparum DNA polymerase alpha (Pol alpha) 


0.33 '""1 


! "'*"*" 1086 


X96685 I 


B .burgdorferi cell division genes 


0.33 \ 


1087 


M58509 1 


Human adrenodoxin reductase gene, exons 3 to 12. 


0.33 ! 


1088 


X70809 ! 


C.reptans gene for 18S ribosomal RNA 


0.32 


1 1089J 


D381 16 ] Pygmy chimpanzee mitochondrial DNA, complete sequence 1 


0.32 \ 


1090 


I Human immunodeficiency virus type 1 isolate 583-78 
U003 10 (envelope glycoprotein, V3 region (env) gene, partial cds. 


0.31 i 


1091^ 


L35670 jHomo sapiens (subclone H8 10 g5 from PI 35 H5 C8) DNA^0.3 I 


1092 


M63960 jHuman protein phosphatase- 1 catalytic subunit rnRNA, j 0.3 j 
Z50747 i C.psittaci DNA for kdsA, dskl and dsk2 genes j 0.22 1 
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SEQK) 

_J095 
1097 



1098 



1099 
1100 



1101 



1102 
7l03 



1104 



1105 



ACCESSION 
M80215 



DESCRIPTION 



M98776 



jStreptO£0 protein gene, complete 



X66313 



AB001025 



jEDurnankera^ 



P VALUE 
0.22 



AE000956 



^iiomo^^ ryanodine receptor, complete 



Z46268 



X99403.1 



Archaueo^^ 



'°- 2 L 
aii 



0.21 



U21 
0.21 



U20335 



X04077 
LH236 



iN : tabacuinn^ 

;Drosophila pseudoobscuriH?^ 

jpAP5 clone alpha-amylase (amyl) gene, complete cds. > :: 
[gb|U20337|DPU20337 Drosophila pseudoobscura HI 
iSS!^^ 0.21 



Jkattus^^ 



X63547 



H. sapiens mRNA for tre oncogene (clone 213) > :; 



(6.2 



M69051 



\ Human liver glucokinase (ATP:D-hexose d 

Jghoj^ 



1106 



H07 
1 

1109 



U14950 



Rattus norvegicus synapse-associated protein 97 mRNA, 
coir^lete cds. 



jHomo sapiens PRKC, apoptosis, WT1 , regulator apoptosis 
NM_0025 83 •i m _Jl e J3^^ 



X66313 



0.2 



0.2 



0.2 



0.2 



U48485 



1110(AF01M8n6 
Tlll*X87108 



jHuma^ gene 



0.2 



1112 
1113 
l7l4 



jS.ce£evjsiaejCKI3 gene — — 



0.2 



0.2 



M55249 



L06898 
Y13631 



^E.coli retron Ec67 DNA encoding reverse transcriptase and 
jDam^netityjase functions. 



10.19 



L24904 



1115 

TI16M85049 
lYl 71X60777""" 



^Hiis?^^ 

^^jOostridium^b 



10.19 



^0J9 
T 6.18 



|Dr^opMhj^ 



1118 

Tii9 



1120 



L42936 
AE001359 



^Pseudoxycheila bipustulata mitochondrial larg es ubunitTiS* 

i£*955E^ 

JS?!^^ complete^ 



0.18 



OAS 
10.17 

\0A7 
)0Af 



K00899 



1121IM83994 



Jyeast(sxerevisiae) histone 3 gene (h3) fused with e.coli lacz 
jgen£and^ [0.17 



1122: 



1123 
" 1124 
'1125 
Tl26 
ll27 

1129 
1130 



1131 



Z28050 



; Staphylococcus aureus prolipoprotein signal peptidase (lsp) 
!gene, complete cds. 



0.17 



L23971 



1298560 



Mus musculus fragile X mental retardation syndrome protein \ 
(Fmffl)Ch^ _ ^ ^0.16 



U89258 



S .r^qmbe ^c^ I cosmid c4 C5 



X62522 



X74504 



^^OxyMcha -^^^l^^^^S^^^W 8 ^ ? ene > P arti al cds 
J^3SI^S3}S313?^I^, ^ N S-niyelin proteolipid protein (exon 
iM.musculusTlOinRNA 



D50931 

Z4895T 

X12395" 



U39367 



^^^^^^J^J^AM 1 4 1 gene, jcoi^jletecds 

J^S^EE^^BSlSPE^iP^ ^i co i™4 ?723 
_=BirassicajM^^ 

;Blepharoneura manchesteri 16S ribosomal RNA gene, 

4ss^ 



11321D50357 



Xeptocarabus procerulus mitochondrial DNA for NADH 
JJ^hyj^ partial cds 



0L15 
0.15™ 
OAS' 
0A5 



OAS 
OAS 
OAS 



OAS 



10.15 
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SEQ ID 


ACCESSION 




DESCRIPTION 


P VALUE 


! " 1133JL35272 




Glycine max heat shock protein (SB 100) mRNA, complete 


(a 15 


1 134 


U63641 


t Legionella pneumophila rpoD operon LporfX, LpdnaG, and 
(LprpoD genes, complete cds 


0.15 


1135 


X72186 




H.sapiens C6 gene, exons 10, 11 and 12 


0.15 


I 1136 


D45893 




Neurospora crassa acr-2 DNA, complete cds 


0.15 


\ 1137 


L47106 




Neurospora crassa kinesin (NKJN) mRNA, complete cds 


0.15 


r ~" 

| 1138 


L04457 




Phytophthora megasperma mitochondrial ORF 152, complete 
cds, cytochrome c oxidase subunit I (coxl) gene, complete 
cds, cytochrome c oxidase subunit II 


0.15 


\ 

1139 


L04457 


^Phytophthora megasperma mitochondrial ORF 152, complete 
) cds, cytochrome c oxidase subunit I (coxl) gene, complete 
cds, cytochrome c oxidase subunit II 


0.15 


S 1140 


U12539 


| Schizosaccharomyces pombe scd2 (scd2) gene, complete 


0.15 




"U12539 




Schizosaccharomyces pombe scd2 (scd2) gene, complete 


0.15 


\ 1142 


AB001901 


jHomo sapiens PACE4 gene, exon 4-7 


0.15 


1 

\ 1143 


M97550 


(Maize sucrose phosphate synthase mRNA, complete cds. > :: 
|emb|A17878.1|A17878 Synthetic SPS sequence > 


0.15 


[ _ 1144 


AB001901 


J Homo sapiens PACE4 gene, exon 4-7 JOJL 5 


\" 1145 


XD7438~ " 


1 Human DNA for cellular retinol binding protein jO.14 


i 

I 1146 


Z57339 


jH.sapiens CpG island DNA genomic Msel fragment, clone 
\ 171g3, reverse read cpg!71g3.rtla 


0.14 


f 1147 
1148 


X05034 
U55712 


;Rat C2A gene for prostatic binding protein (PBP) 
[Human ataxia-telangiectasia (ATM) gene, exon 12 


0.14 
0.14 


Tl49 
1150 


M20273 
J01764 


j Human hepatitis virus type A RNA, complete genome. 
TplasmidpT181, complete genome. 


0.14 
0.14 


1151 


X61ip9 _ 




G.gorilla beta-globin gene 


[0.14 




Z30587 


jS.hominis (972) genes for potential ABC transporter and 
1 potential membrane spanning protein 


! 

0.14 j 


1153 


U60400 


jBabanki virus polymerase nsP4 gene, partial cds virus 
^polymerase nsP4 gene, partial cds 


) 

0.14 


1154 


U67478 


^Methanococcus jannaschii section 20 of 150 of the complete 


0.14 


1 1 55 


Z71641 


{S.cerevisiae chromosome XIV reading frame ORF 


0.14 


1156 


X53522 




M.musculus VL1 gene (1G-5) 


a 14 


1157 


Z21753 




O.tanganicae mitochondrion genes for tRNA-Thr 


0.14 ; 


\ 1158 


L33841 


iCarthamus tinctorius glycerol-3 -phosphate acyltransferase | 1 
[mRNA, complete cds. 10.14 \ 


1159 


AF003277 


\ Glossiphonia complanata cytochrome c oxidase subunit I 
kCOI) gene, partial cds 


0-14 . J 


1160 


U89035 


jOxytricha fallax transposon TBE1, insertion fal6, 42 kDa 
Itonsposase gene, partial cds 


j 

0.14 _j 


1161 


L36923 


[Streptococcus pneumoniae beta-N-acetylhexosaminidase 
l(strH) gene, complete cds 


0.14 _j 


1162 


U64830 




Dictyostelium discoideum AX2 protein tyrosine kinase gene, 
complete cds. 


0.14 \ 


1163 


U43082 




Zea mays T cytoplasm male sterility restorer factor 2 (rf2) 
mRNA, complete cds 


0.14 j 


1164 


Z26492 


^T.repens TrMTIA mRNA for metallothionein-like protein 


0.14 \ 


1165 


X83683 


i 


V.sativa mRNA for early nodulin 40 


0.14 1 


1166 


D63861 


jHomo sapiens DNA for cyclophilin 40, complete cds 


0.14 ! 


1167 


D86594 


Japanese jack bean clone CgHMGYl DNA for high mobility] 
_jgroup protein, complete cds | 


0.14 i 


1168 


Z18859 


^jH.sapiens gene for cone transducin alpha subunit 


0.14 1 
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DESCRIPTION 
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j Trypanosoma rangeli kinetoplast DNA sequence with 


i \ 


1169 


L28038 




conserved sequence blocks 


i0.14 { 


1170 


T U72057 




iMus musculus chloride channel regulator (Icln) gene, exon 1 j 0.1 4 ! 








Mesocricetus auratus isopentenyl diphosphate :dimethylallyl 


i f 
\ \ 


1171'AF003836 




diphosphate isomerase mRNA, complete cds 


J0.14 ) 


1172X78422 


LAthaliana HYP1 mRNA 


J0.14 j 


1173U28042 


JHurrmi DEAD box RNA helicase-like protein mRNA, 


0.14 i 


1174^U01070 


jMycoplasma flocculare Ms42 5S rRNA gene. 


0.14 i 


1175 ! U54776 


iHuman NTT gene, LI, Alu, and MER 38 repeat regions 


0.14 \ 


1176iU40375 




Mus musculus Supt6h mRNA, complete cds 


0.14 j 


1177 ; X71083 


JGjrnax gene for coproporphyrinogen oxidase 


0.14 I 


1178.D86253 


jHuman MHC (HLA) DRB intron 1 DNA, partial sequence 


0.14 1 




M55002 




Synechococcus sp. 6-phosphogluconate dehydrogenase 




1179 




gene, complete cds. 


0.14 j 


1180 


X14036 


j Tomato cab-7 gene for type II chlorophyll a/b-binding 


0.14 j 


1181 


L35272 




Glycine max heat shock protein (SB 100) mRNA, complete 


0.14 \ 


1182 


D50931 


JHuman mRNA for KIAA0141 gene, complete cds 


07l4 ( 


1183 


JL35272 


Glycine max heat shock protein (SB 100) mRNA, complete 


0.14 ; 


1184 


1X05034 


Rat C2A gene for prostatic binding protein (PBP) 


0.14 i 


1185 


X89553 


Echo virus 26 DNA for VP2 capsid protein gene 


0.14 1 








Caenorhabditis elegans cosmid F07B10, complete sequence 




1186 


Z77656 


jj^aenorfiabditis elegans] 


0.14 


1187 


Z84739 


<H. sapiens flow-sorted chromosome 6 Hindlll fragment, 


0.14 ; 








Homo sapiens retinaldehyde-binding protein (CRALBP) 




1188 


L34219 


1 


gene, complete cds. 


0.14 


1189 


M30168 


to.melanogaster nested repetitive sequences F and G, 


0.14 i 








Perissodus microlepis T32a mitochondrion NADH \ 




1190 


U07260 


dehydrogenase subunit 2 gene, complete cds ?0.14 ; 


1191SX15308 


JILsapiens NF-H gene, exon 3 


6! 14 i 


1192 


J02763 


\ Human calcyclin gene, complete cds. 


0.14 1 


1193 


M76175 


jMouse elongation factor 2 pseudogene, complete cds. j 


0.14 \ 


_ 1 194 


X67735 


Tm^uscuIus mas gene for Mas proto-oncogene 


0.14 I 






jHomo sapiens proteasome (prosome, macropain) 26S 








jsubunit, non-ATPase, 12 (PSMD12) mRNA > :: 


I 


1195 


NM 002816.1 


ldbj|AB003 103|AB003 103 Homo sapiens mRNA for 26S 


0.14 \ 


1196 


U20754 


;Felis catus chromosome D2 mtDNA tandem repeat Numt 


0.14 | 



1197 



1198 



1199 



1200 



L00727 



jHuman myotonin protein kinase (Mt-PK) gene, complete 
jjcd^ 0 fromjpatent US 



M57750 T^2PI^^J^^t3^ ne ^ com plete cds 



X03000 



NM 002911.1 



12011Z71367 



jHomo sapiens regulator of nonsense transcripts 1 (I^NTTr 
jmRNA > :: gb|U65533|HSU65533 Human regulator of 

mRNA, complete cds 




^pJ^yj^^^^^^^EE—^S?^^ frame ORF 



Hurnan^yjtos^ gene, complete 



Mjtnus^^ mRNA protein 



I^o^j^!^ protein 



0.14 



0.14 



0.14 



0.14 



0.14 



0.14 



0.14 



10.14 



JLheJveto^ 

Homo sapiens PACE4 gene, exon 4-7 



JO. 14 
0A4 



Humaj^ complete cds 



12081X64273 



'Herpesvirus saimiri gene 15 > :: gb|I41338|I41338 Sequence 
|9 from patent US 5624837 > :: gb|I49086|I49086 Sequence 
\9^0T^patQntlJS 5627264 



0.14 



0.13 
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ACCESSION 


DESCRIPTION 


P VALUE 


1209 


Z92779 




Caenorhabditis elegans cosmid C44E1, complete sequence 
- [Caenorhabditis elegans] 


f """"" 
0.13 


1210 


X14384 




Astasia longa chloroplast rpl5 gene for ribosomal protein L5 


0.13 


1211 


M97880 




Bacillus thuringiensis crylC-related gene sequence. > :: 
gb|I82521|I82521 Sequence 1 from patent US 5712248 > :: 
gb|I93759|I93759 Sequence 1 from patent US 5731194 


i 

0.13 


r 


X58049 




H. sapiens DNA for ferredoxin repeat region 


0.13 


1213 


U47542 




Vibrio cholerae ADP-L-glycero-D-mannoheptose-6- 
epimerase (rfaD) gene, complete cds. 


0.13 _j 


1214 


M90758 


1 Sheep (clone C5-2) MHC class II cell surface glycoprotein 
jOLA-DRB (OLA-DRB) pseudogene, exon 4. > :: 
;gb|S83918|S83914S3 DRB=MHC class II B {pseudogene} 


0.13 ! 


J215 


U67478 




Methanococcus jannaschii section 20 of 1 50 of the complete |6.13 1 


i 1216 


U90889 




Mus musculus transketolase (TKT) gene, partial cds 


0.13 \ 


1217 


K03273 




C. elegans heat shock protein genes (hspl6-48 and hspl6-l), 
complete cds. 


0.13 


1218;D90736 




Escherichia coli genomic DNA. (22.6 - 23.0 rnin) 


0.13 I 


1219 


X63546 




H.sapiens mRNA for tre oncogene (clone 210) 


^0.13 i 


1220 


LI 6770 




Anas platyrhynchos mitochondrial complete transfer RNA- 
Glu, transfer RNA-Phe, transfer RNA-Val, transfer RNA- 
Leu, 12S ribosomal RNA, and 16S ribosomal RNA genes 


1 

0.13 j 


1221 


U94410 




Dictyostelium discoideum plasmid Ddp6 Rep protein 


0.13 J 




AC001083 


jHomo sapiens (subclone 2_a6 from BAC H75) DNA 


6.13 J 


1223^Z96048 


jCaenorhabditis elegans cosmid F57A10, complete sequence 
{ [Caenorhabditis elegans] 


0.13 i 


1224IM92914 


SDrosophila virilis mastermind gene, complete cds 


0.13 ! 


1225 


Z82961 


jBacterial sp. partial 16S rRNA gene (clone group T4A) 


0.13 I 


1226 


U66535 


1 Human beta4-integrin (ITGB4) gene, exons 


0.13 ; 


1227 


NM_001432.1 




Homo sapiens epiregulin (EREG) mRNA > :: 
dbj|D30783|D30783 Homo sapiens mRNA for epiregulin, 


0.13 i 


1228 


X96468 




P.tetraurelia gamma 1-5 ID immobilisation antigen gene, 3* 
coding and non-coding region 


0.13 j 


1229 


X05918 




Kluyveromyces fragilis beta-glucosidase gene 


0.13 | 


1230 


Z48243 




A.thaliana PARP mRNA for PARP protein 


0.13 "1 


1231 


X56276 




Human Hut 2 End gene 


0.13 


1232 


X55318 


Mus musculus Hox-3.2 gene 




1233 


U90009 


Phalacrocorax pelagicus cytochrome b gene, mitochondrial 
gene encoding mitochondrial protein, partial cds 


0.13 


12341 L76571 


Homo sapiens nuclear hormone receptor (shp) gene, 3* end 


0.13 


1235 


U60581 


Human c-jun gene, promoter region with flanking 
evolutionary conserved sequences 


0.13 


1236 


Z26886 


jRmori^gene for Nd-sD mutant fibroin light chain j 0. 1 3 


1237 


LI 9740 


iCanis familiaris Kvl .2 delayed rectifier K+ channel mRNA, \ 
j complete cds J 0-1 3 j 


1238 


U26948 


; Glycine max ribosomal protein S 1 6 (rps 1 6) gene, partial cds, j \ 
jbeta-carboxyltransferase (accD), photosystem I component | \ 
j(psal), ORF 202 protein (ORF 203), ORF 151 protein (ORF j j 
J_151), ORF 103 protein (ORF 103), ORF 229 precurso... |o,13 j 


1239 


U48288 


I Rattus norvegicus A-kinase anchoring protein AKAP 220 | j 
I mRNA, complete cds \ 0 . 1 3 j 


1240 


X70064 




P.deltoides gene for poplar bark storage protein 


0.13 ! 


1241 


L22857 


'Colletotrichum gloeosporioides pectin lyase (pnlA) gene, 


0.13 1 


1242 


X75607 


^ and RepB genes J 0.13 j 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 



1244 



1245 



1246 



J.247 
1248 



1249 



1250 



ACCESSION 

XS25S'4 * ~" 



DESCRIPTION 



P VALUE 



iM.musculus mRNA for immunoglobulin heavy chain, V jOJ-3 



M76713 



jSpodoptera frugiperda 16S rRNA gene, Val-tRNA, and Leu- 
jtRNA genes, and ND-1 protein gene, 5' end. (o. 1 3 



X57075 ^ l ^lPi^il9E§3SBB^ __ _ _ 



[0.13 
]bT3 



D80002 



jHumari^rnRNA for KIAA0180 gene, partial cds 



J0.13 

1013" 



M58600 



Z79998 



j Human DNA sequence from cosmid B5E3 on chromosome \ 
-22 Contains CpG island, EST jo. 13 



12511X82868 



1252 



1253 



1254 



jGja^y^sjrncrc^atellite DNA (63 G2) 



10.13 



AF009074 



M26716 



^Hepatitis C virus genomic RNA, 3 r nonstranslated region, 



10.13 



; Rat c AMP phosphodiesterase niRNA., complete cds^clone^ 



jH. sapiens CpG island DNA genomic Msel fragment, clone 

Z57339 ^ J iZL§iJ^^ 

TSambucus nigra ribosome inactivating protein precursor 



0.13 



0.13 



1255 



U76524 



irnRNA, complete cds 



10.13 



^Mus musculus nuclear receptor coactivator protein 2 mRNA, [ 
1256AF000582 ^^Je^ds j0.13 



1257 
"l258 
1259 
1260 
1261 



1262 
1263 
7264 
1265 



1266 

1267; 



1268 
7269 
1270 
1271 
1272 



D12917 
X70326 

X82237"' 



J Yeast gene for a component of the pheromone signal 
\ transduction pathway, complete cds 

[H^apien^J^ 



iS : cmnensis RAPD DNA (523 bp) 



j013 



U10116 



10.13 

'~o7l3* 



X73293 



U01766 
X79706 
U45957" 



X66313 



X07946 



X07870 



1273 



1274 

Jill 



1277 



1278 



1279 



1280 



X15308 



Z22551 



jM^^aimielii genes rpoH, rpoB and rpoA 


£.13 


I Mycoplasma genitalium major adhesion protein MgPa gene, 
jpartial cds 


0.13 

o7~3 


^C.aietinum caprl mRNA for pathogenesis-related protein 


|Nicotiana alata SA2-RNase precursor gene, complete cds. 


0.13 


H.sapiens GLUDP2 gene (exon 2) 


0.13 


j Yeast plasmid DNA coding for RNA polymerase subunit 


0.13 


IDrosophila melanogaster bicoid gene bed 


0.13 


^H. sapiens NF-H gene, exon 3 


0.13 



0.13 



X89398 
D 10654 



U10516 



X57075 



fHumaiiJD^^ beta gene, exons 1 and 2 

I H.sapiens JFGF6gene_ 



!0.13 

ToTrr 



U71 1^93 _ !J^£j^S£ulus Rpl23jm^ 



X69908 



M81322 



|013_ 
jO.13 
(0T3 
l(U2f 
to. 13 



X78401 



^Bacteriophage P22 right operon, orf 48, replication genes 1 8 
[and 12, nin region genes, ninG phosphatase, late control 

*geitej£3^ stortjojf 



X78401 



j Bacteriophage P22 right operon, orf 48, replication genes 18 
jand 12, nin region genes, ninG phosphatase, late control 
3 ge^ ^^orf^O^ complete cds, late control region, start of 



0.13 



Y09852 



Z71367 



^H.sapiensJFCTR3 ge^^pajrtial^ 



1 S . cerevisiae chromosome XIV reading frame ORF 



0.13 



0.13 



1281 



U38292 



} Human microtubule-associated protein la (MAPI A) mRNA, 
^complete cds 



0.13 



1282 



Z71367 



|Sxerev^ ORF 



0.13 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQ ID ACCESSION 

~~ 1283^71367 



DESCRIPTION 



1284 
J285 
1286 



M87623 
M91452" 



1287 



1288 
J289 

1290 
"1291 



1292 



1293 



1294 

- 12 — 



1296 



M91452 



M87623 



X96616 

Z33222 ' 



JBabesiaJbo]^ JjmKJ^^ end. 



P VALUE j 
.0.13"" 



T0.13 



J013 

la 13" 



X52626 



L32699 



M63669 



X75653 



Z11839 
AB005744 



JP -VJJ^^^±^^J^^^%A 5 ^JDsurj^ej^geri 

^Dogja£g^^ cds. 
fA^25^^ ' ' 6^ 12 

Jl^artem nusj^ proteins 



10.13 

;6~i3 

[ air 

=0.12 



X84904 



jPlasmod^^ 



1297IL02074 



1298IZ84812 



Drosophila melanogaster ribosomal protein S6 gene and two 
£0*!^ complete cds 



:0.12 
0.12 

07l2~ 



10.12 



1299 



X95276 



Human DNA sequence from phage pTOlTfroina 
the tip of the short arm of chromosome 16, spanning 2Mb of j 

^ J^pl33^^ [ p. 1 2 

fP.fald^ jCU2~ 
]Homo sapiens epiregulin (EREG) nnWA >':: f— - ™ 



-i^jNM-?? 1432 - 1 dbj|D3O783JD30^^ for epiregulin, 

13011X84726 iM.musculus neurocan gene 



1302 


Z35810 


\ 1303 


L01655 


1304 


U36796 


1305 


U22361 







|012 

;o.i2" 

toTi"' 
To. 12~ 



jMminusci^ 

^& 3 ^^j^ L cjd& r RX12 



j 1306(1.04161 




(sequence, complete cds 


jo.12 


1307 


U32768 




^Haemophilus influenzae Rd section 83 of 163 of the 


!6.12 


\ 1308 


D28808 




[Mycoplasma capricolum mtlA and gyrB genes for DNA 
jgyrase subunit B and mannitol-specific phosphotransferase 


j w 

;0.12 j 


! 1309 


L05920 




j Human constitutively expressed serum amyloid A protein 
YSAA4) gene, exons 1 through 4. 


0.12 


1 1310 


M96642 




JParamecium tetraurelia P126 repetitive element. 


o.i2 : 


1311 


L81724 




frlomo sapiens (subclone 2 a3 from PI H69) DNA sequence 


0J.2 """1 


] 1312 


AFO 10331 




^Tenebrio molitor thermal hysteresis protein isoform YL-3 
[precursor, mRNA, complete cds 


0.12 i 


1313 


U74496 




Human chromosome 4q35 subtelomeric sequence 


0.12 " 1 


1314 


U17295 




lHaemophilus influenzae dppB, dppC, dppD, dppF, isn, artP, 
[artl/J, artQ, and artM genes, complete cds, and opa gene, 


i 

I 

0.12 - t 


1315 


X53921 




^A. thaliana T-DNA insertion genomic target sequence 621- 


0.12 


1316 


X75653 




AJ^nga^plastid genes for ribosomal proteins and tRNA£__^ 


0.12 I 


1317 


U09347 _ 




Human variant urokinase plasminogen activator receptor 
(uPAR2) mRNA, partial cds. 


0.12 | 


1318 


S83182 




hyaluronan-binding protein=hepatocyte growth factor 
activator homolog [human, plasma, mRNA, 2408 nt] 


t 
I 

0.12 ! 


17^319' 


U21164 


Human dopamine D5 receptor gene, 5 ' flanking and 10.12 


\ 1320 


AF022391 I 


Feline herpesvirus 1 immediate early protein, glycoprotein \ 
gL, and uracil DNA glycosylase genes, complete cds 


0.12 


\ 1321 


M74569 




Clostridium acetobutylicum heat shock protein 


0.12 


; \ 

, 2 322 I X15359 


j Drosophila virilis hunchback (hb) gene for zinc-finger 
(protein transcription factor 1 


i 

0.12 1 
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Table 2 A Nearest Neighbor (BlastN vs. GenBank) 




DESCRIPTION 



P VALUE 



0.12 



JJ^tomopoxyjrus gene forj*pherulin_ 



0.12 



Saccharomyces douglasii mitochondrial cytochrome c 
oxidas£jubimin^COXI) ^r^^ompletejcds^ 



0.12 



H.sapiens DNA for the upstream regulatory region of the c- j 

erbB2 g^^ |01 2 ^ 

(Human MSH3 gene, exon3 



J328iZ81595_ 
1329ID61398 



J^0jZ79998^ 



i Caenorhabditis elegans cosmid T22H2, complete sequence 



i0.12 



; Human MSH3^ene^xon3^ 



;Human DNA sequence from cosmid B5E3 on chromosome 
j 22 Contains CpG island, EST 



l 0.12 



0.12 



1331^NM 001280.1 



1332IZ49867 

"13331X14036™ 



[Homo sapiens cold inducible RNA-binding protein (CIRBP) 
jmRNA > :: dbj|D78134|HUMCIRPA Homo sapiens rr^AjO.12 



1334IAF012899 



; Caenorhabditis elegans cosmid C33D3, complete sequence 
[Tomato cab-7 genejx)^ 



J°JL 2 
JooT 



Sambucus nigra ribosome inactivating protein precursor j 
) mRNA, complete cds [0.12 



1335JU19159 


Human P protein (P) gene, exon 8 




0.12 1 


1 
1 

1336X74987 


H.sapiens mRNA for 2 f -5 r oligoadenylate binding protein > 
:: gb|L24 1 1 5|HUMAAZ Human DNA fragment. > :: 
emb|A49723.1|A49723 Sequence 2 from Patent 


! 

jo.12 


! 

1337^32112 


Dictyostelium discoideum 34 kDa actin binding protein 
gene, complete cds > :: emb|Z50156|DD30KDABP 
D. discoideum gene for 34 kD actin binding protein 


i 
i 

\ 

[0.12 


) iSynechococcus sp. 6-phosphogluconate dehydrogenase % 



1338[M55002 

*ilWAF019225" 

' r 
i 

J340jU14190 



gene, complete cds. 



10.12 



| Homojsar^^ 

j Mycobacterium smegmatis diptheria toxin repressor 
^homolog (dtxR) gene, completers. 



10.12 



10.12 



1342!AE000603.JL^ 
'13431X15308 ~ 



jHeHcobacter pylori 26695 ^ecdo]n81 of 134 of the complete jO.JL^ 



JHomosapiens DNA sequence. 



0.12 



J34«L3560^ 

I 

1345|Z73360 



10.12 



Human DNA sequence from cosmid 92M1 8, BRCA2 gene 



iO-12 



13461U93721 


*Homo sapiens green cone photoreceptor pigment gene, 5* 
'flanking region 


[0.12 




1347 


X78401 


j Bacteriophage P22 right operon, orf 48, replication genes 18 j 
jand 12, nin region genes, ninG phosphatase, late control J 
*gene 23, orf 60, complete cds, late control region, start of JO. 12 




1348 


^71367 


jS.cerevisiae chromosome XIV reading frame ORF 


10.12 




1349 


U43673 


JMus musculus putative transmembrane receptor IL-lRrp 
JmRNA, complete cds > :: gb|AR016448|AR016448 
'Sequence 3 from patent US 5776731 


i 

1 

|o.l2 




( 1350JX72863 


U.thaliana TMKL1 mRNA 


|0.12 




; 135l|ui3769 


! Vibrio sp. ppGgp synthetase I (relA) gene, complete cds. 


JO.12 




l 1352SM32732 


j Chicken progesterone receptor gene, encoding forms A and 


iO.fl 




I 
I 

I 1353JX04668 


JXenopus laevis XK81A1 keratin gene > :: 
jemb|X04804|XLXK81Al Xenopus laevis DNA for stage- 
j specific epidermal type I keratin Al (embryo- and larval- 


\ 
1 

jo.11 


1 

1 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 



ACCESSION 



1354 



1355 



1356 



Z82197 



DESCRIPTION 



Human DNA sequence from PAC 293 L6 on chromosome 



P VALUE 



0.11 



M84214 



Y08503 



1357L03286_ 
1358 X57171 



1359[LO7307 



1360 



Z22175 



Z11839_ 
L36857 



1361 

"1361 

1363|AF000994 
1364V 



Cucumis sativus OFJHTc^^ 

complete cds > :: gb|I38466|I38466 Sequence 36 from patent 
[US 5614395 > :: gb|I56941|I56941 Sequence 36 from patent 
jUS 5650505 > :: gb|I59807|I59807 Sequence 36 from patent 

_ „ f o. 1 1 

'1 ioT 1 ~ 

Mus musculus ATPase mRNA-ampif^ng^ge^^ I 
1VIOR6.5 sequence. > :: gb[S55685|S55685 I 

™JM2M^^^ [mice, lo.ll 

jCaenorhabditis elegans cosmid K01F9, complete sequence ! 
[[^enorl^ 1 q \ 

^ji*^ fori 



1365 
1366 
J367 
1368 
1369 



1370 



1371 



1372 



U61950 



lyton^^ 



^J^^2lh?^A^l?3^IBS os ^^ C45E5 



U32446 



AB001914~ 



Mus musculus putative breast/ovarian cancer ^susceptibility 



J0.07_ 
f0^069 



L20934 



AJ001700 



AJ001700 



jMHL555,^H£iH R ^lAJ C)r neuroserpin 



10.068 



1 0.068 



: 0.066_ 



D82813 



i 



1373 
"1374 



1375 



1376 



1377 



1378 



1379 



V01 087 



^Populus kitakamiensis cyp73b gene for cinnamic ■ acid 4- 
jhyo^ox^ 



AE001178 



0.065 



X80199 



AF042384 



ofti^e complete ~ 



AJ223485 



AF086094 



^9BBIBP2SS^£:ljPI^ Qin mRNA, complete cds 



0.064 



0.064 



AF0 17027 



J0.064 

lao6F 



J:??^ (8CR) gene 



1380 



U56084 



M33387 



jBordetella bronchiseptica eL^^ 
; alpha subunit (etfA) gene, partial cds, and exogenous ferric 



0.061 



0.061 



1381 

1*382: 



M25315 



Homo sapiens (clone pAT 464) potential 
J^phpjone/c^^ 



0.06 



0.057 



10.057 



AMilil i —-£5^^ 5 



1383 



1384 



1385 



1386 



1387 



1388 



NM 002647.1 



Z18274 



L25941 



U28171 



(Homo sapiens phosphatide^ class 3 

!(PIK3C3) mRNA > :: emb|Z46973|HSPITRl H.sapiens 
J^nRKA J^F^sr^ 3-kinase_ 

;Homo sapiens integral nuclear envelope ^ex melmtSraine""" 



0.051 



10.05 



X76168 



^^^^ divergent 



^R£ory£gicjus 30.3 



L34345 



jMorganella morganii xylitol repressor, complete cds; xylitol 



0.049 



0.049 



0.049 



0.049 



Table 2 A 
Page 34 of 61 



Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 



ACCESSION 



DESCRIPTION 



1389 



1390 



KOI 322 



S72468 



i Human Ig germline kappa L-chain V^reglon 

jcapsid protein {RNA 3} [tomato aspermy virus TAV-B^ 
jBk^ 1 3 nt] * 



139llL08426 



1392SX96972 



13931X17147 
1394 f L13164 



^Zea mays auxin-binding protein (abp4) gene, exonsl-5 and 
EKbu^atii^ DNA 



P VALUE 



0.049 



1395 



1396 



1397 



1398 



X66451 



X75426 



;E.octocarinatus RPA2 gene for RNApolymerase I second 
largest subunit 



Ji^?^^ gnnacin mRNA 



M95171 



I Aedes aegypti LINE retrotransposorTj^ 
[binding protein and reverse transcriptase-like protein 
jmRNA^jcor^ete coding regions. 



0.049 



0.048 



0.048 



0.048 
0.047 



0.047 



0.047 



S ene (unknown) 



1399 



1400 
1401 



1402 



K01323 



Human Ig germline kappa L-chain V-region gene germline 



L48713 



U77310 



'Homo sapiens galactose- 1 -phosphate uridyl transferase 

J^i^^ 303 



'0.047 
16.047 

\ 0.047 



10.047 



J01323 



1403iL14321 



ff^^^ 10.047 
,Bovine herpesvirus type 1 immedidate-early transcriptional j 

y^BP : 2}j^l^?BSM9L^l3!^J r ! ?5?L 10.047 



1404 

1405" 
1406 
* 1407 



L19266 



M58600 



[Homo sapiens myotonic dystrophy-associated protein kinase! 
J^^^^gene^__ 1 0.047 



:J?M? 6 1 „ ^^^s^Al^i^tM^L^^ P artial cds 



1408 



1409 



1410 



1411 



1412 



Z83329 



L27331 



jGlyphinaphis bambusae mitochondrial cytochrome oxidase 

II 



30-046 

" "0046*" 



U57613 



jHuman interleukin-2 receptor alpha chain (IL2RA) gene 
1 promoter region 



0.046 



U24088 



V01 087 



.Solanum tuberosum sucrose synthase gene, clone gPOSS65, 
Jco^nplete cds. 



10.046 



S76792 



^Hemaggto^^ 



0.046 



J0.046 



1413 



1414 



U72396 



>- Lycopersicon esculentum class II small heat shock protein j 
^e-HSPH complete cds ^0.046 



U51677 



1415 



1416 



X98743 



[Human non-histone chromatin protein HMG1 (HMG1) gene,l 
jjCjomr^ejcd^ (0.046 



M63868 



1417 



Z92970 



1418 



1419 



~iSi^£^ s J5^ dead 0.046 

- " \ 0.046 

.Caenorhabditis elegans cosmid H06O01, complete 7equence1 

ll£^B9I^^§^}L!^^B s } ! 0.045 



M29482 



1420 



1421 



Z78942 



Human leukocyte adhesion protein pi 50,95 alpha subunit 
gene, exons 2-6. 



L06863 



- HindGtn^fragmentr 



2^1^L 



0.045 



0.045 



0.045 



JA2^U324^ 



iMus musculus putative breast/ovarian cancer susceptibility 
JJ22^ cds. 



10.045 



;0.045 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 



1423 



ACCESSION 



DESCRIPTION 



K01323 



1424 



1425 



1426 



^ Human Ig germline kappa L-chain V-region gene germline 



P VALUE 



M13555 



.Human la-associated invariant gamma-chain gene, exon \, 
\ cLories^lambda-y( 1 ,2,3). 



\ 0.045 



U68562 



1427 



1428 



AB003286 



U34372 



jRattus norvegicus chaperonin 60 (Hsp66Jand — ^j^j 

Homo sapiens DNA for choline kinase like protein and™ 
~™—^J3^ and 



(0.045 



l H ii5?§^ exon 6. 



U51677 



; Human non-histone chromatin protein HMG1 (HMG1) gene, 
^complete cds 



0.045 



0.045 



0.045 



1429IU23476 



1430jZ98975 



143l|X16465 



jDictyostelium discoideum phosphatidylmositoT^^ 
4dipjtep^ 

JS.p^ cl9E9 



0.045 



^0.045 



0.044 



i Macaca fascicularis mitochondrial DNA for NADH 
i^MPl^li f de ky^§ enase subunit 4, subunit 5, partial cds 



,„I433|Xl6876 _ ^ ______ 

- — ^^J^lPl i^L^^^ 

- 1 ^i^ZZ^o i£~?H^^ cds. ~~ 

1437SL13469 ' ' ' 1 



0.044 



J438!M26238 >> 
"l439;U65391 



cds. 



0.044 

0T044" 
0.044" 
a044" 
0.044 



0.044 



0.044 



J440IAF000582 

^1441 ; X9mp3 
1442JD89609~ 
J443fYT3544^'''" 
14441Y14952"" 



iO.044 

IMus musculus nuclear receptor coactivator protein 2 rnRNA^~~"~ 
IsSE^S^Si^,,^ ! 0.044 



jHomoj^ — 



5 0.044 



1445iZ69660 
14461X53404"" 



iCaenorhabditis elegans cosmid F39B 17 complete sequence 
* [CBejJ^habditis elegans} 



1447SU48271 



Jajyci^ 




10.043 



1448 



1449 



J 450 
14M 

~M52j 

1453' 
1454 



U24187 



Z28177 



Saccharomyces cerevisiae origm7elJog^ 
j subunit 5 (ORC5) gene, complete cds > :: gb|I32734|I32734 
(Sequence 9 from patent US 5589341 > :: gb|I3 87 10)138710 
^SegpiCTice9^ 



X05951 



(Drosophila melanogaster calmodulin gene exon 4 and intron 



O043 
0.043~ 



— J25?^^ 



U68098 



0.043 



0.043 



1455 



1456 



J457 
J458 
1459 
1460 



U55774 



Z46941 



U41747 



J9E^^ 6 and 7j0.043 

^H^apiensD^Jto "~™"" "~ — ~.™|_^ 





^Human immunodeficiency virus type2 isolate HIV2CTL21 

U05350 



0.043 



! 0.043 



U44129 
L13377 



jR^ttu^n^ 



10.042 



X83758 



|Stephylo£Ojc^^ gene, 3' end. 



0.042 



;Rfajc^arumjto I gene 



0.042 



10.042 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 



1461 



1462 



ACCESSION 



DESCRIPTION 



U64896 



J02175 



Anagrapha falcifera nuclear polyhedrosis virus protein- 
typrosine phosphatase, lef-2, polyhedrin, vp78 and protein 
J^ase^gei^jra^lete cds 



P VALUE 



1463jD86608 



1464JM93716 



Arabidopsis thaliana DNA for inorganic phosphate - ~ "~ 
jxansporter, complete cds 



0.042 



\ 0.042 



Jl^pj^^ 



1465 



1466 



1467 



1468 



1469 



X14385 



(Astasia longa chloroplast rps7 and tufA genes for ribosomal 



(0042 

;o.o4F 



M74069 



M73257 



jSaccharomyces cerevisiae endochitinase (CTS1-1) gene, 
^complete cds. 



0.042 



0.042 



M31126 



U70826 



| Human pregnancy-specific~beta- 1 -glycoproiein^SP f ) " 



0.042 



7470 


AF000299 


_ 1471 


X83390 


1472 


L12582 



JfjHL^ mRNA, 



; 0.042 



=0.041 



1473 

1474 



1475 



1476 
7477 
7478 



1479 



1480 



D89655 



723261 



jHurr^on^ 

jRattus norvegicus mRNA for scavenger receptoTclassB \ ' 
Jcomplete cds 



0.041 



10.041 



M63868 



I p -^serir^^ 



10.041 



=0.041 



U56440 
L06863~' 



^^^^^d^^^^^l^^ exons 1-4. 
^xunaaiJEfc^gene sequence 



U02928 



5?^1 A ' 3 * end! 



0J)4j[ 
J 0.041 
i0.04~ 



D^cjtv^^ 



0.04 
0.04™ 



ML?§28 ^JE^^^^V^otem B-100 (apoB) gene, exons 22 throughlo.04 

M34434 TT ' — ~ ~ ^ 



1481 



jHur^^ gene, 5' end. 



Z68884 



Human DNA sequence from cosmid L21F12, Huntington's 
Disease B^^BS^^^l^? ^lP} 6.3 



0.04 



?0.04 



1482 


M99367 




j(AMCF-I) mRNA, complete cds. 


10.04 


1483 


U70370 




f Human liindlrmb expressed homeobox protein backfoot (Bft)f 
jmRNA, complete cds \q 04 


1 

1484 


U10698 




IRattus norvegicus liver microsomal carboxylesterase mRNA,i 
[complete cds. Jq 04 


1 1485 


U28171 




1 Trypanosoma cruzi kinetoplast putative maxicircle divergent J 0 04 ! 


1 1486 


1U79297 




M^EL^^P-^^^ mRNA sequence 


0.04 ^ 


1487 


X13764 




Yeast centromere CEN1 repetitive DNA PSS1 13, part of 


0.04 


1488 


(Z24568 




H. sapiens (D9S286) DNA segment containing 


0.04 


1489 


M63868 




Ciurcus alpha-lactalbumin gene, exons 1-4. 


J0.04 ^ 


1490 


X64143 


^F.trinerviappcAl gene for phosphoenolpyruvate 


(0.039 


1491 


M16339 


__jEntamoeba histolytica actin mRNA, complete cds 


J0.039 j 


I _J4?2| 


U36475 


^Mus musculus breast and ovarian cancer susceptibility 
jprotein (Brcal) mRNA, complete cds 


0.039 


| 1493|X02570 


jFlesh fly gene for 25-kDa protein 


0.039 ~ 3 


j 

I 1494 


M32475 


jRattus norvegicus carcinoembryonic antigen-related protein 
KCGM4) gene, exons 2 and 3. 


0.039 


149? 


D89609 


I 


Oryzias latipes mRNA for choriogenin H, complete cds 


0.039 ( 


1496 


AF0 11573 


!M°mo sapiens zinc finger protein (ZnF20) mRNA, complete 


0.039 \ 


1497 


X15050 


MousernRNAfor3 , -endofNCAM-120isoform fcT039 


1498 


Z11533 


" D.discoideum rasG gene - 


0.038 


1 1499 


AB000450 


_|Homo sapiens mRNA for VRK2, complete cds 1 


0.038 1 




X78983 


^D.melanogaster Fab-7 regulatory region " 


0.038 J 



Table 2A 
Page 37 of 61 



Table 2A Nearest Neighbor (BlastN vs. GenBank) 


SEQDD 


ACCESSION 


T~\T7 c* /~^T> TT1T , T/~WT 

DbbCRIr 1 ION 


T* T 7 A T T TT" 1 

r VALUE 


1501JD89609 


HQryzias latipes mRNA for choriogenin H, complete cds 


0.038 


1502|Z49535 


jS.cerevisiae chromosome X reading frame ORF YJR035w 


ja038 


1503 


J^13377 


{Staphylococcus aureus enterotoxin gene, 3' end. 


0.035 


1504 


L12582 


i Human ornithine decarboxylase (ODC) gene, 5' flanking 


O035 


1505 


Z48584 


jCaenorhabditis elegans cosmid ZK1321, complete sequence 
: [Caenorhabditis elegans] 


0.023 


1506 


Y00204 


Xenopus laevis mRNA fragment for nucleoplasmin 


!b.021 


! 1507 


S77817 


light-chain fibroin [Galleria mellonella=waxmoths, larvae, 
cocoons, posterior silkjglands, mRNA, 1 191 nt} 


0.021 


l i 

1 1508|L13926 


I Trypanosoma cruzi (strain La Cruz, Jalisco) ribosomal RNA 
transcribed spacer and 18S ribosomal RNA gene, 5' end. 


0.02 s 


1 1509IZ78910 


IH. sapiens flow-sorted chromosome 6 Hindlll fragment 


0.02 


f""" l510iAB007976 


:Homo sapiens mRNA, chromosome 1 specific transcript 


[0.02 


; 1511.U01307 


1 Human scRNA (BC200 beta) pseudogene. 


0.017 


'1512:703998 


P.fakiparum glutamic acid-rich protein gnen, complete cds. 


0.017 1 


! 1513;X93497 


H. sapiens TRAP gene, intron 4 (partial) 


"O017 1 


\ 15HM15656 "~" 


'Human aldolase B (ALDOB) gene, exons 7 through 9, 


10.016 I 


! 1515^X74965 


^H.sapiens ACPP gene for prostatic acid phosphatase (non- 
coding region) 


0.016 \ 


r . 1 " 5 Y6;X75653 


jA.longa plastid genes for ribosomal proteins and tRNAs 


0.016 i 


1517;X75653 


, A.longa plastid genes for ribosomal proteins and tRNAs 


0.016 | 


i 

1518 


X58852 


Human MLClemb gene for embryonic myosin alkaline light 
chain, exon 2 


0.016 j 


1519^U69695 


Mus musculus hyaluronan synthase homolog mRNA, 


0.016 1 


! 1520-S45332 


erythropoietin receptor [human, placental, Genomic, 8647 


0.016 I 


152HU09865 


Alcaligenes eutrophus pyruvate dehydrogenase 
dihydrolipoamide dehydrogenase (pdhL), and ORF3 genes, 


0.016 j 


i 1522 : U67815 


Human primary Alu transcript 


0.016 1 


! 1523IAE000466 


Escherichia coli K-12MG1655 section 356 of 400 of the 
complete genome 


0.016 I 


\ 1524.M80785 


M.musculus tissue factor promoter (Cf-3) gene, exon 1. 


0.016 I 


! 1 525X37035 iDrosophila virilis brown protein (bw) gene, complete cds. 


0.016 i 


! 1526iM15009 


Mouse steroid 21 -hydroxylase A (21-OHase A) gene, 


0LO16 " ' 1 


i 1527.U67500 


Methanococcus jannaschii section 42 of 1 50 of the completejO.0 1 6 i 


\ 1528;AB000044 


Rhizoctonia solani 5.8S rRNA gene, complete seqj^nce^_j0u016 1 


i 15291X52956 ^ 


Human CAMII-psi3 calmodulin retropseudogene jOJ016 j 


L J530 ; U80581 ^ 


Pleurodeles waltl Wnt-7a mRNA, complete cds 1 


0.016 \ 


I 1531JZ69918 


Human DNA sequence from cosmid 9 1K3, Huntington's j \ 
Disease Region, chromosome 4pl6.3 contains CpG island ! 0.0 16 \ 


1 1532 


Z98031 


Human immunodeficiency virus type 1 nef gene | 
immunodeficiency virus type 1 nef gene (strain KU15-1) \ 


\ 

0.016 \ 


; 1533 


D45858 


Mus musculus mRNA for synaptotagumin III, complete cds j 0.0 16 \ 


1534 


L24549 ^Gallus gallus Gi2 protein alpha-subunit mRNA, complete [ 


0.016 


I 

1535 


U66291 


Catagonus wagneri cytochrome b gene, mitochondrial gene [ 
encoding mitochondrial protein, partial cds [ 


0.016 j 


x 1536| 


X63436 *B.taurus mRNA for poly(A) polymerase tO.01 6 \ 


i 1537jL23498 (Bovine microsatellite repeats [ 


0.015 i 


1 1538 


J Plasmodium falciparum transcription factor homolog J 
AF003086 JPfSNF2L mRNA, complete cds 1 


0.015 ! 


* 1539 


j Strongylocentrotus purpuratus cortical granule protein with 
U17377 [LDL-receptor-like repeats mRNA, partial cds. 


0.015 ! 


1540^ 


L23498 jBovine microsatellite repeats 


0.015 


[ l ^ 4 L 


X85 1 17 jH.sapiens epb72 gene exons 2,3,4,5,6,7 ! 


0.015 j 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


t 1542^Z16906 


H. sapiens (D14S73) DNA segment containing 


[0.6i5 


15431X99400 


^pneumoniae dacA gene and ORF _ 


0.015 


1544IM32061 


Rat alpha-2B-adrenergic receptor (RNG-alpha-2) mRNA, _ 


0.015 


15451X80930 


S.cerevisiae RHC18 genes 




^ r 
l 

1546(U09865 


Alcaligenes eutrophus pyruvate dehydrogenase 
dihydroiipoamide dehydrogenase (pdhL), and ORF3 genes, 


0.015 



1547^Z22952 



^Mus musculus BALB/c of p65 gene encoding p65 subunit of j 
[transcrij^ _ _ _ _ 5 0.01 5 



1548; 



L34610 



sMus musculus parathyroid hormone/parathyroid hormone 



(0.015 



1549 Z54850 



1550 U01307 



15:015 



1551 M54994 




15^M33518^ 
l555i^^j38£ 



.H.sapiens CpG island DNA genomic Msel fragment, clone 
jl69b5^everseread cpgjj5^5.rtla 

*^Hug^ ^ '2 I , ™„ ~. JMM 

HumaiiJtH^^ complete \ 0.0 15 

} Human immunodeficiency virus type 1 nef gene 
; iirmiunodef^^ _ 0.015 

"apis" 

0.015 



i M.Musculus mRNA for P domain protein^ 



Himian^HL^^-associated transcript 2 (BAT2) gene, 3' end. 
Rattus norvegicus mRNA for sialoprotein, complete cds 



jHomo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
I corrplelej^i^ 



1556iU72787 



0.015 



0.014 



\ i Sambucus nigra ribosome inactivating protein precursor 



15581J03764 



1559IAF012899 



0.014 
O.OlT 



|Human, plasminc^ exons 2to 

\ Sambucus nigra ribosome inactivating protein precursor f" 

S^^^^El^^, ^ ... lo. 014 



; 1560 


AB003097 


1561 


AC001017 


1562 


Z48484 




AC001460 


1564 


U09865 



Fruitfly strain g20 mitochondrial DNA, A+T-rich region, * 

parj^l^quence^ _^ _____ __ _ _ _ J^* 4 

! Horoio^ [OX) 1 4 

j H.sapiens genej^tisj^^ ^0.014 

Alcaligenes eutrophus pyruvate dehydrogenase I 

; dihydroiipoamide dehydrogenase (pdhIA and ORF3 genes, (0.014 



1565 


U00691 


jDictyosteliumdiscoideumplasmidDdpl D2 orf, D1/D3 orf, j 
JG4/D5 orf, G5/D6 orf, Gl orf, G2/G3/D4 orf, complete cdsjO.014 


1566 


D 16482 


; Sarcophaga peregrina mRNA for poly( ADP-ribose) ) 0. 0 1 4 


j \ Sambucus nigra ribosome inactivating protein precursor \ 



1567 AF012899 



1568iM63599 

T569|U^891^ 
T570IX53422" 



jO014 m 

^Hurnanjmg^ _JOj014 
Hum^jghorbohn^ _ _ _J9^2^ 

|D. grimshawi si 8, s!5, s !9 and si 6 chorion protein genes j 0.0 13 
: Yeast mitochondrial ori(o) repeat unit of petite mutant 4 



1571 


2C01870 _ 


((petite strain a-10/3/2/Bl 1) 


0.013 ! 






jCaenorhabditis elegans cosmid K05D4, complete sequence 




1572 


Z92804 


![Caenorhabditis elegans] 


0.013 i 


1573 


M76377 


3 Human cysteine-rich protein (CRP) gene, exons 3 and 4. 


0.013 \ 


1574 


D29801 


iMouse mRNA for unknown product, complete cds 


0.013 1 




r U77984 


*Sus scrofa microsatellite S0058 sequence 


0.013 1 






|H. sapiens CpG island DNA genomic Msel fragment, clone 




1 1576jZ55882 


)70g8, reverse read cpg70g8.rtla 


0.013 j 






Human interferon genes LeIF-L and LeIF-J and pseudogene 




^_ 1577jV00531 


JLelF-M with intergenic regions. These genes are located on \ 0.0 13 \ 


1578fZ74361 


JS.cerevisiae chromosome IV reading frame ORF YDR065w 0.013 \ 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQ ID ACCESSION 



1579ID00374 



DESCRIPTION 



P VALUE 



'Herpes simplex virus type 1 (HSV-1) genome, rightmost part; 



1580JU53502 



15811K03196 



1582:M23456 



Human interferon-beta-3 gene. 



10.013 



\ j 

1 1583JX66120 


; 1584;M63962 


\ 1585 


AF039592 


1586 


Y10908 


\ 1587 


AF048988 



;Zea mays (clone pCIB808) encoding maize nitrite reductase 1 
;(NiR) cDNA to mRNA, partial cds. jo* 01 ^ 



^H.sapiens F8VWFL DNA of the von Willebrand factor 
ipseudogene (5 'portion) 



10.013 



1^[AP048988 
~I^9jD90822j ™ 
"l590!D87903_" m 
759lfL38851 



[ 

1592jU66362^ 
1593Tl11670 



1594jU20587 

1595IU53016 

t 



159&Z29641 



1597|D16473 
"1598JX02175* 
J|99ju^2?^ 

j 

160ojz68685 



'Humam^^^ comr^ejejO.Ol 1_ 

; Hoinc^piens S[u^ ^ _ JO. 007 

:^ e ?H!££X?A a !??ij^^P^i555 s ^07_ 
; Hormj^pi^ exons 1 J9-007 

^Homosapiem MutSJi^^ 1 J 0J007 

E.col^^ 1 0.007 

f Mouse mRNA for ARF6, complete cds 
_ ^Mycotaj^er^^ ^ _ 

J Human neuronal nitric oxide synthase (nNOS) gene, 
; alternat^Jiyj^^^ 

\ Human transmembrane glycoprotein (CD53) gene, exons 2 
. Susjicrofa domejjrt^^ 
jHirrraiy^^^ sequence 
tZeajna^jofUSE gene encoding U3snRNA 

.Huma^^ _ _ 

* Scluzo^c^haromyces jpom^ca^O^tartgene 
JIuman glucocorticoid receptor alpha mRNA, variant 3' 



1 



/Human DNA sequence from cosmid N2E9 on chromosome 
*22, complete sequence [Homo sapiens] 



_ 160JJU40369_ 
l602!U06965 



I Human spermidine/spermine Nl-acetyltransferase 



lAphytis melinus mitochondrion 16S rRNA gejnc^partial 




2603JZ81014 
1604JX9192T 
l"605lz2964'r 



1 Human DNA sequence from cosmid U65A4, between 
I markers DXS366 and DXS87 on chromosome X * 



H. sapiens ECE-1 gene (exon 3) 



|Zea mays of USEjgen^ 



1606IL11670 



16071U15605 



1608^X57698 
lMjL8139r"' 
1610^X81789" 



(J005 
1.005" 

Jljun^ 2 j 0.005 

JNi^^ cds. 10^005^ 

\ A.thaliar^^ A 1_ ! 0.005 



J.61 1 1X828 18 
1612fu33465 



JjHtamo^sa^^ ^0. 
jKsapei^ 0, 

'J^^ 0! 



005 



1613jZ75042 



^61^M98574^ 
J6b§XM902.... 

T 

161#U50383 



1617JM2 5140 
16181X66062" 



J Drosjojjlr^^ flanking sequence, j (X 

I S.cerevisiae chromosome XV reading frame ORE YOR134w|0. 
j Mouse T cell receptor rearranged alpha— chain variable j 
I region, J^jregion, joining region, and constant region \ 0. 



005 
005' 
065" 
OOfT 



005 



jHimia^vjm^ ^reguktory^^egion 



!0. 



[Human retinoic acid-responsive protein (NN8-4AG) mRNA, 
Jcomplete cds 



J005 
005 



\ Human cardiac alpha-myosin heavy chain (MYH6) gene, 



exons 2, 3 and 4. 



G : maxjhifA gene for chlo£oplast translationelp^^ 



005 
005 



1619^U16345 
1620IAF0 12899 



Gallus gaUusy?^ e 5 on £ 4 i 0.005 



Sambucus nigra ribosome inactivating protein precursor 
inRNA^ complete cds_____ 



10.005 
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Table 2 A Nearest Neighbor (BlastN vs. GenBank) 



SEQJDJ ACCESSION 
1621 U43834 



DESCRIPTION 



P VALUE 



I Saccharomyces cerevisiae chromosome IV lambda 3073 and j 
j flanking region extending into right telomere 0.005 



J622 
1623 



X13602 
J04809 



: Caldocellum saccharolyticum celB gene for 
Jcellobiohydrolase/endocellulase 



0.005 



j Human cytosolic adenylate kinase (AK1) gene, complete 



1624 



L49144 



^Homo sapiens neuroendocrine-specific protein (NSP) gene, 
lexons IB and 3 



0.005 



0.005 



J^25|L34028_ 



1626[U50383 



Plasmodium falciparum (clone HB3) heat shock protein 86 



Human retinoic acid-responsive protein (NN8-4AG) mRNA, 
complete cds 



0.005 



0.005 



1^27 JJ23 829 _ , lMEil*?LEiP^^ 



1628 AE000629.1 jHelicot^^ 



J629IM16446 

l(^U34605^ 

i 

1^31(M25140_ 
"1632]X^426 
J ^M839^ ' 
J634ju31850_ 

J^Jp318^'7 

J[63^b^46j^_ 
" 1637[X52^7_" 
"16381D90773 

r ~ ~ 

1639IM62946 

1641JL31521 

i^3|^002183^ 
l644iZ2964l"~ 



I Human adenine phosphoribosyltransferase (APRT) gene, 
^complete cds. 



\ Human retinoic acid- and interferon-inducible 58K protein 
RI58 mRNA, complete cds. 



iHuman cardiac alpha-myosin heavy chain (MYH6) gene, 
exons 2, 3 and 4. 



: Mouse MHC (Q^SlP^k^genefor (^^3n^en^__ 



Human dystonin isoform 1 mRNA, partial cds 



Human dystonrn^^rom J^mKNA, partialcas 
^O.berteriana chloroplast ORF80 (exon 1 and 2) and 



j E.colijdObg^^ 



0.005 



0.005 



0.005 



0.005 



0.005 



O005 
0.005 
0.005"" 



0.005 



0.005 



1645|L22415 
1646U17357 



1647 



1648 



1649! 



iS.glaucescens novel deletion/rearrangement sequence, j 

1 parda^sjejuence^ j 0 . 005 

jHomo sapiens (clone HG52) Z-crystallin/quinone reductase j 

i(<3j[^^ _ _ fiMS 

,HumanjmRK forfQA^^ 0X)04 

]Ho^^ 2_h8jfrom B ACH 111) DN A 

?Zejijmaysjf^ 

^Homo sapiens DNA sequence, repeat region. 
Chlamydomonas reinhardtii chloroplast 3 OS ribosomal 
; protemJS^^ 1 0. 004 



1 



0.004 
0.004 



M67465 



U08421 



Z17089 



1650JL35531 



1651 



1652 



1653 



Rat 3-beta-hydroxysteroid dehydrogenase/delta-5-delta-4- 
3 ene^som^S£rr^N^corr^lete $*& z ______„ 

. Murinej^^ ca P5L4 P^^^^fLiSE? ' 

\ Human Alu repeat region. 



iO.004 

J0J004'' 

[0.002" 



M55120 



'Human cystic fibrosis transmembrane conductance regulator 



J00922 _ 



U69695 



0.002 



0.002 



0.002 



1654L15248 



! ^ 1655 


L35676 


f " 1656 


L48612* 


1657 


Y08925 


1658 


M60441 


1 1659 


X91857 



;Musjr^cj^us hy^luro^ 0 J002 

iHu!^ _ _ ip^oi" 

■ ll^E?^!^^ ■ ! 0 .002 

l P. falciparum aarp3 gene, exon jOj5b2 



* Shee^p JambdUiJmmm^ gene. 



Tiromy£esjsp^^ 



i 0.002 
¥.002 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQLD 


ACCESSION 


DESCRIPTION 


P VALUE 


1 1660:235948 


S. cerevisiae chromosome II reading frame ORF YBR079c 


0.002 


L Il66ltxi627y 


Human gene for ornithine decarboxylase ODC (EC 4.1. LI 7) < 0.002 


1662|X78608 


G.gallus genomic DNA repeat region, clone 9C2 


0.002 * 


1663jU48449 

^™«-™™» «^ ™ „ .„ ...... ~ 

1 


Human skeletal muscle ryanodine receptor gene j 0.002 
Human breakpoint in translocation V-kappa gene region j 



1^41X51875^ 
T665JZ24205 



1 ( ^HP3it™}Xl 



1666 


U85612 


1667 


M61829 m 


1668 


M61829 


166S* 





Mus musculus cartilage-derived retinoic acid-sensitive 
'. protein/rn^ 



J0.002 

To.oof 



.Human alpha- 1,3-mannosyl-glycoprotein beta-1, 2-N- 
>acetylglucosarnmyltransferase (MGAT) gene ? complete cds. 



0.002 



0.002 



1 



Human alpha- 1, 3 -mannosyl-glycoprotein beta-1, 2-N- 
5 acj^lgl^ j 0.002 



1 670! 



D29760 



1671JAJ001817 
" 1672!Z23575' 



; Huni^j|ej^ 

^Dairajpj^ _ ^ jO 

* H . sapiens (D 1 7 S926) DNA segment containing ) 0 



1674 


D12519 







,T.m^Tno£aj^mRNA for^el^holinesterase_ 



0 



1675SU88534 



Rat SAPgene for synaptotagrnin associated 35kDa protein |0 
'Mus musculus glucose-6-phosphate dehydrogenase protein, { 

! exonsJ^J^ garti^jcds^ \ 0 



.002 

9^ 

.002 
M2 
.002™ 
7002 



J002^ 
.0022 

1678JU28014 _ 'PPSE!^^ £5*SL j° 4<> 2 



1676^24391 
"l677iM31773 



^H J3^piensj(^^ 

= Murine B cell 1 (mb-1) gene, complete cds. 



1679|M33518 



1680^70983 



JHumajEij^ 

Pseudomonas aeruginosa heptosyl transferase II j 
-Pseudomonas aeruginosa heptosyl transferase II (rfaF) gene, 1 0.002 



1681^Z74854 

16821M13498" 

r 

1683JU17382 



* ^ OL 11 2 w \ 0. 002 
; Mousejrej^^llij^em gen£mGK-6, exon J [0 . 002 



\ Streptococcus pyogenes putative multiple membrane domain j 
, protein gene, complete cds^ 



1684U14189 



Plasmodium falciparum MCP1 mRNA, complete cds 



002 

oof 



1685 



1686 



1687 



1688 



1689 



1690j 



M27314 



;Saccharomyces cerevisiae mitochondrial petite mutant BB5 

jorjgin^ 



M64089 



J05138 



U92017 



AJ011915 



iRa^itjcalcjumJbinding protein (calreticulin) mRNA, 
Human clone 199288 defective mariner transposon Hsmar2 
s mRNA sequence 



]aooi_ 
loooij 
I0.0009" 



10.0008 



AJ223734 



;Homo sapiens mRNA for synaptosome associated protein of 1 



1691 



1692 



1693 



Y08924 



P.falciparum rnRNA for AARP2 protein 



10.0006 



X58139 



U47853 



1694 L34027 



\ Araneu£^iademate 1 )^mB^P^dxJidl cds \ 0.0006 

j Plasmodium falciparum (clone Dd2) heat shock protein 86 j 
:gene, complete cds. \ 0.0006 



1695iD88271 



Human (lambda) DNA for irnmunogloblin light chain 



10.0006 



1 6961 AC001 546 



Homo^sap^^^Mhotie 2_bl frpjnPl JH^92^^^sequence 10.0006 



1697 Z96325 



1698 



H.sapiens telomeric DNA sequence, clone 1 6QTEL024, 
read 1 6QTELOO024.seq 



1 0.0006 



U14974 



jSaccharomyces cerevisiae Nmd2p (NMD2) gene, complete 
!c^.^ gb|I70400|I70400 Sequence 1 from patent US 



10.0006 



1699 



AB002331 



j HurnmiMtr^^ g£55>jparti aj[£ ds_ 



; 0.0006 
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SEQ ID ACCESSION 



1700f AE000464 



DESCRIPTION 



1701JZ79060 



1702Z60233 



Escherichia coli K-12 MG1655 section 354 of 400 of the 
1 cornplete genome 



jHLsjagi^^ Hindll^lragment, 



jH.sapiens CpG island DN A genomic Msel fragment, clone 
JJ^Tc^jneverse read cpgl97c9.rtla 



1703IU15018 



jDjagbe^ 



P VALUE 



0.0006 



0.0005 



0.0005 



0.0005 



1704JX77607 
1706iM59428 



jH. sapiens genomic DNA (leukocyte), corresponding to the 
\ int^gJS^n^rte^of HP]/ 6a injij;^^ 
j TJthejrm^^ 

jT.thenn^pMajibosornal protein L37 (L37) mRNA, 



0.0005 



1707 AC002219 



j Homo sapiens (subclone 2_dll from PI H43) DNA 



1708JX95276 
"i709]U8972* 
l7T0iU96974~ 



0.0005 



0.0005 



0.0005 



j P . falciparim^cc^r^ete gene ^^^^^^^c^&jy^K j3R^B) i ^0005 



jHomo ^l^n^i^^ cds_ 



0.0005 



171ljZ60916 
"17121X99587" 



I H. sapiens CpG island DNA genomic Msel fragment, clone 
;39a5^forward^ 



0.0005 



J0^0005 
76.0005* 



1713 


J03998 


1714 


AE000464 



jP.faJdparum^ cds. 10.0005 

TEscherichia coli K-12 MG1655 secnon 354 oTioO^'flie T ™ 
I complete genome 



l7^6)M22970*'""" 

1 71 81AC00 15 \\f 
17191X90383 



jHuman^^ pa^tialjcds. 

jHumamjgancxe^ gene, exons 1 



J0.0005 

fo.oooT 



^ Human cy^l^de^endent kinase 4 (CDK4) gene, complete 
[Hon^^apiens^su^la^l^^ from PI H49) DNA sequence 



0.0003 



0.0002 



OJDN002 
0.0002 



1720 s 
"1721 
1722 



NM_003407.1 
M8to28 

M86528 



iHomo sapiens zinc finger protein homologous to Zfp-36 in 
j mouse (ZFP36) mRNA > :: gb|M92843|HUMG0S24A 
H.sapiens^inc^nger transcriptional regulator mRNA, 
;Hun^jneuroj^ com^letecds. 



0.0002 



0.0002 



1723IU19241 



1724|M15205 



1725[M87510 



;Hunmn_nej^topl]^4 (NT-4) gene, complete cds. 



0.0002 



jHpmojsa^^ gene,^ j 0.0002 

; Human thymidine kinase gene, complete cds, with clustered 
Alurepeats in the introns. 0 . 0002 



| Mouse Y specific region of AC1 1 DNA sequence, LINE 
jrepeat and Bkm satellite. 



0.0002 



17261Z84723 



j Human DNA sequence from phage LAW2 from a contig 
jfrom the tip of the short arm of chromosome 16, spanning 

j2Mb^^ 



0.0002 



1727^X01392 



. Humajn^^^ JE9^k2E2J9^L 



0.0002 



1728jZ92910 
1729/D87001 



; H.sapiens HFE (HLA-H) gene 



0.0002 



'Humaj^ DNAjtourrniunogjobulin light chain 



0.0002 



1730IM35612 



i Yeast (Sxerevisiae) mitochondrial autonomously replicating 
i sequence DNA. 



0.0002 



173LZ16956 

l732iM24562' 
17331X9^83 
l7?4|L35657"' 
T7351M57902" 



H^s^giens (D2S154) DNA segment containing 



0.0002 



; A.thaliana DNA for Y13 gene 



0.0002 



0.0002 



Ho^ jap^J^S};^^ 5_al0 from PI 35 H5 C8) DNA 



0.0002 



IMouse transforming growth factor-beta- 1 



0.0002 



1736 



1737 



U67167 



; Homo sapiens intestinal mucin (MUC2) gene, promoter 
jregi^ano^rj^m _ _ 



{Homo sapiens parathymosin (PTMS) mRNA > :: 

NMJ)02824JL_J^j^^ 



0.0002^ 
0.0002 



1738 



J05138 



jRabbit calcium bmo^jy?ro^ 



10.0002 
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SEQID 



ACCESSION 



DESCRIPTION 



1739=;U96566 
174¥AFW3461 
T741iM96943 "" 
J742jS4533'i 
1743^5332 
~1744J L28J 25^21 
"1745JU53017 
'l746^M^528'^ 

l748jU26556^"'' 
*1749 : Z79d60 '"" 
T750;AC001460'" 
T75rAC00J033 m 

1752;AF007883 
"1753-1112971"''''"' 



|HIV-1 patient JO population variant JOS 17 from USA, 



*Homo sapiens I-REL gene, exon 9^ 



;Htnicmngrofilaggirigene exons 1-3, 5^ end. 
^£^yt^p^ 



P VALUE 



0.0002 



9e-005 



Se-005 
7e-b6Y 



; Podospora anserina beta transducin-like protein l7e-005 



.Human microsatellite marker sJCW13 



iHumanneurotrophin-4 (NT-4) gene, complete cds. 



|6e-005 
loe-OO? 



Human ferritin H (FTHL13) pseudogene. 



6e-005 



H.sapiens flow-sorted chromosome 6 Hindlll fragment, 



^ Horrj£jsjap^ 

T Homo sapiensMHC class II HLA-DRB1 (HLA-DRB1*10) 



6e-005 



6e-005 



6e-005 



Tetrahymena thermophila CU428.1VII micronuclear M 



6e-005 



6e-005 



JJ54=.X83872 

1755;'Z73360 
J^[X85116^ 
17^7^81639^ 
17^8jD16184 
1759TAF 100694" 
T760jZ30978"*"" " 



=H. vulgaris mRNA for cAMP response element binding 



I Human DNA sequence from cosmid 92M18, BRCA2 gene 
' region ^hj£5iosorr^ 1 3 (jl2-l 3^ 
•H^giens eE^Z?J^5££$9SJ» 



6e-005 



5e-005 

j5e-00f 



iHomo^pigns (suMoneJ2_^^ ^ Q ^99P 
■ Chicken mRNA for nuclear b-Zip protein MafF, complete j3e-005 



!3e-005 



!3e-005 



1761:L23429 



1762' 



1763 



X06559 
AC001546 



Mjus^muscjilus^Pontin52 mRN^completecds 

; (X gjonlla^NA^ 

^Cajusjteta^ (LGALS3) mRNA, J 2 e-005 

^ Human interferon-inducible gene IFI-56K 5' region (56 kDa 
! coding capacity of unknown function) 2e-005 



2e-005 



1764^L35658 



1765 



1766 



D 16472 



jH2S2i2E!2S^ _ 



2e-005 



Human rnRNA, Xq terminal portion 



M83665 



1767IU07977 



iHumanJbd^i mobility jroup 2 protein (HMG-2)^gene ) _ 
IHuman T cell receptor beta (TCRBV9S1 TTCMV7S 1) * 
1 genej^TCMVjr^erted jndJTCR^deleted haplotype, 



2e-005^ 
2e-005 



2e-005 



17681D83227 



l^opulus nigr^^ 



2e-005 



~1769fU42053 



2e-005 



iHomo sapiens Na+/glucose cotransporter (SGLT1) gene, 



1770/L29339 



2e-005 



Table 2A 
Page 44 of 61 



1771-Z33620' 


iM.musculus (Balb/c) GATA-3 gene (partial) 


2e-005 J 


[_ 1772jD88271^ 


i Human (lambda) DNA for immunogloblin light chain 


2e-005 ( 




iHomo sapiens DNA from chromosome 19-cosmid fl9399 




! 1773-AD000833 


|( — IT kb EcoRI restriction fragment) 


2e-005 1 


j " l774fU36755"* 


_ iHuman thrombin receptor (F2R) gene, 5' region and partial 


2e-005 : 


f 1775;AC002252 


iHomo sapiens (subclone l_g7 from B AC H76) DNA 


2e-005 i 




(Escherichia coli K-12 MG1655 section 354 of 400 of the 




j 1776iAE000464 


i complete genome 


2e-005 \ 


1777|X94768 


\ H.sapiens RP3 gene (XLRP gene 3) 


1 e-005 t 


\ 1778|U57058~ 


IHuman WD protein IR10 pre-rnRNA, partial cds 


9e-006 i 


I 1779|AC001603 


jHomo sapiens (subclone 2 a9 from PAC H92) DNA 


8e-006 " 1 


\ 1780iZ47046 


__jHuman cosmid QLL2C9 from Xq28 


7e-006 ) 


| 17811U93275 


jMus musculus glucokinase gene, 5 f flanking region 


7e-006 \ 


[ 1782!X60653 


| human Histone H3.3 pseudogene (CIR-456) i7e-006 1 


\" 1783]'L81583 


(Homo sapiens (subclone 3_g2 from PI HI 1) DNA sequence |6e-006 j 



Table 2 A Nearest Neighbor (BlastN vs. GenBank) 



SEQED 



1784 



ACCESSION 

L1338T* 



DESCRIPTION 



P VALUE 



6e-006 



1785 



U97576 



jHomo sapiens TRE17 oncogene-associated G0S19- 
2/MIP1 alpha gene, downstream sequence 



6e-006 



1786 



Y11204 



f V.carteri gene encoding volvoxopsin 



6e-006 



1787 



J788 
1789 



1790 



Z16794 



D83737 
X04871~ 



M14292 



!H. sapiens (D4S409) DNA segment containing (CA) repeat; 

.' clc^^^^ 

;Huin^ 2 
Pararr^juirij^^ DNA telomeric 

Human LIHeg repetitive element from the intergenic region 

i^0*3^E?^^ genes. 



1791 NM 003734.1 



;Homo sapiens amine oxidase, copper containing 3 
jgb[U39447|HSU39447 Human placenta copper monarnine 
(oxidase rnRNA, complete cds 



1792 M27147 



j Human alpha-2-plasmin inhibitor, allele A, 5' end. 



6e-006 
6e-006 
6e-006 



6e-006 



6e-006 



1793 
Y794 

"1795 
1196 



X86012 



[Human DNA sequence from intron 22 of the factor VIII 
;gene, Xq28. Contains the end of a 9.5kb repeated region, 
; int2J^^ 



6e-006 



M33216 
Z83334 



3e-006 



;ELsaniens RPS3a gene 



i2e-006 



M57682 



lJ97|M198n 
l798|Z24068j 
"1799|Z50155 " 
1800IY12839"™ 

T~ ~ 

18011Z70041 



;Rat^ajnjcakiium charaej^alpha-J^bu^^ 
JHu£^^ J. 
jH^sapiens (D22S427) DNA segment containing 



2y^£^iLE^E54:J^ r ^5SJ^j5l^i^P SJ?^* 1 f actor I receptor 



j Human DNA sequence from cosmid U39H5, between 
;markers DXS6791 and DXS8038 on chromosome X 



1802JZ80128 

T803;l^0893'"' 

18044Z63292 
7805^72964" 



H. sapiens CACNL1A4 gene, exons 16 and 17 



;H. sapiens CpG island DNA genomic Msel fragment, clone 
7a7, fojr^ro^e£^cpg7a7.ftl d 



1806IAC002183 



;Hun^uJ^atoc^ factor 4-alpha gene, exon 5 



2e-006 



1807; 

1808 



1809' 
1810 



S73557 
U79258 



iHomo 1L?I5^_ 
Jannexin 11=36 kDa calcium-dependent phospholipid-binding 



2e-006 
2e-006~ 



2e-006 



2e-006 



2e-006 



2e-006 



2e-006 



2e-006 
2e-006 



2e-006 



'Etuma^^one 23732 mRNA, partial cds 



)8e-007 



Z62146 



U44381 



:H. sapiens CpG island DNA genomic Msel fragment, clone | 



1811 Z65575 



1812J03764 



1813 



X75349 



1814Z73360 



Hujnan^^ i8e-007 
; H.sapiens CpG island DNA genomic Msel fragment, clone™] 

Murran^^ 

jH^apjej^ _J7e-007 

'Human DNA sequence from cosmid 92M1 8, BRCA2 gene f ~ 

JlSElS^^SES^^E^Rllz]?^^ „ , |7e-007 



[7e-007 
T7e-007' 



1815Z73360 



jHuman DNA sequence from cosmid 92M18, BRCA2 gene 
lre£wr£chromosome 13ql2-13 



7e-007 



18161X77624 



J H^a^iej^^ 5^ai^andrepe^ats [7 ^007^ 



1817^S46857 



jSCL/TCL5/tal-l=stem-cell leukemia (gerrnline chromosome 
i 3 translocation/deletion breakpoint} [human, bone marrow 
; cells, Genomic Mutant, 239 nt] 



7e-007 



1J1J|J0^98^ 



iV^j^s^aj^a^j^c acid-rich protein gnen, complete cds. |7e-007 



1819|AF012899 



\ Sambucus nigra ribosome inactivating protein precursor j 

' rnRNA, complete cds 1 3 e-007 
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P VALUE 



1820|U47654 



Human pyruvate kinase PK-R geneT partial cdsTand pyruvate! 
jjbrmseJPK-^ 3e-007 



182liU78096 



1822jL76927 



J Human macrophage colony stimulating factor receptor (c- 



^j823jm2086^ 
J8^|J03069^ 
1§25|X82640" 
"1826IU1867T 



1827IL02935 



^Humanj^ cds 



Uki^^ ATTT microsatellite 



;Huma^^ ~ "' ~ 



3e-007 



3e-007 



3e-007 



3e-007 



3e-007 



2e-007 



1828JL04193 



j Human major breakpoint cluster region (BCR) gene, exons lj" 

^^—IBS!E^ f —P?I!^: [2e-007 



Human jen^memto 9) gene, jsxon 1 1 . f2e-007 



1830 



Sambucus nigra ribosome inactivating protein precursor 
AF01289^__ l rnH^^ 



j Sambucus nigra ribosome inactivating protein precursor 
1831;AF012899 „b^^= L£PI5P lete cds 



1832^L78776 



1833 



1834 



U41315 



X95586 



'Human ring zinc-fmger protein (ZNF127-Xp) gene and 5' 
jflanking sequence. 



1835 M33387 
1836TU09954~~ 



_jHLsagdCTsJvffil gene 



2e-007 



2e-007 



9e-008 



9e-008 



9e-008 



9e-008 



SSESL^E^ !9e-008 



I553i^^ complete 



18371Z15030 



H. sapiens gene for ventricular myosin light chain 2 > :: 
gb|L01652|HUMVMLC Human ventricular myosin light 
j clmin2jene, seven exons 



, j Sambucus nigra ribosome inactivating protein precursor 

\^AI^}^99__Jl^^A J complete cds 



Sambucus nigra ribosome inactivating protein precursor 
IP^^l?* 99 jm^^ cpmplete cds 



1840;Z77974 



j 

184llAF012899 
''V842';L81802' 

1844JZ23971 

1 845^X89398^ 

"|846lz68ll2_^ 
J84^P^5145 " 

1848IM17919'"' 



j Sambucus nigra ribosome inactivating protein precursor 
^rnRNA^^ cds 




8e-008 



1 i D NA j 8e-008 

HjESE?^^ i8e^008* 
H. sapiens (D2S338) DNA segment containing (CA) repeat;^ """" 



280 bp™ 



:8e-008 



3e-008 



;3e-008 



J^9;M21339 j complete cds. 



-SEH^^ [3e^008 
Human non-histone chromosomal protein HMG-14 gene, j 

3e-008 



1850^Z69655 



; Human DNA sequence from cosmid L98A6, Huntington's™ 
s Disej^^ 4p 1 6 . 3 



1851 



1852 



1853 



1854 



S83526 



Ml 1809 



;red photopigment gene {Alu repeat region, longintron 1 } 

... nt] 



X94768 



H.^piensR^ 



X62025 



;H.sapiens rod cG-PDE G gene for 3', 5'-cyclic nucleotide 

^p]^F^c^esjtera^e_ 



3e-008 



3e-008 



3e-008 



3e-008 



3e-008 



Table 2A 
Page 46 of 61 



Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 
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1855 NM 000694.1 



1856]U22086 



Homo sapiens aldehyde d'erryd^^ 

|> :: gb|U10868|HSU10868 Human aldehyde dehydrogenase 



P VALUE 



^3e-008 



1857^C00j.l74 
7858lX~69908™™ 



jyreusjg^^ mdcrosatellite 3e-608 

l Honwsapi^(^ 



1859 X91233 



3e-008 



2e-008 



1860 M61835 



2e-008 



1861 


M29324 """" 


1862 


AF021806 







1863|AB002584 



1864IZ54147 



^ jH . ^^Pj^±J^^g^ ' 
^^Mous£jy^ 

Rattus norvegicus mRNA for beta-alanine-pyruvate f 



[le-008 
Tle-008 



arrrmojt^ cds 
! Human DNA sequence fh>mc<^^ 



1 1865 


AF0 12899 


! 1866 


Z54349 


1867 


[M21487 


1868 


U02993 


! 1869 


Z78893 


1870 


U89387 


j 187H 


X57413 


1872 


Z94828 


; 1873 


D26067 


; 18741 


aM6i914~ 



; Sambucus nigra ribosome inactivating protein precursoiT 
^m^A,^pr^lete cds 
JH^a piens MN/<^'1gENE ^ 



le-008 



9e-009 



9e-009 



jHur^^ 



8e-009 



3e-009 



Hirma^ ™ " w §0^09 



.HumarijmR^ partial^dr 



j3e-009 
l3e-009" 



^1^75jZ7589£ 

1826JAC001443" 
"l 877^96851'*'' 



Human DNA sequence from cosmid U61F10, between 

chromosome X contains 



jH£rr^sapk^( 5^^?A£, 2 ?i2 



3e-009 
3e-009 



3e-009 



3e-009 



! 1879JS80861 




iiuiiwii iilc^n^ iui nomoiogue, complete cds 
\ {junction region} [human, KOPT-K1 cells, T-cell acute 
^^^^^tiz l^^^mdi patient, Genomic, 895 nt} 


|3e-009 
|3e-009 


t 1880[U79776 




t. Mus musculus ajuba (Ajuba) mRNA, complete cds ~~ 


;2e-009 


1 1 

188l|S75283 


thyrotropin-releasing hormone receptor [human, Genomic, 
23 12 nt, segment 2 of 2] 


le-009 


1882JX14445 


j Human int-2 proto-oncogene 


L le-009 j 


1883IJ03764 




jHuman, plasminogen activator inhibitor- 1 gene, exons 2 to 


le-009 I 


1884SL36911 




;Pig microsatellite DNA (CA repeat) 


f le _ 0Q — [ 


I 

1885IU79746 


(Homo sapiens serotonin transporter (hSERT) gene, promoter \ 

\ region, exons IB and 2, and partial cds be-OlO 


! i886jX56668 




Human DNA for calretinin exon 1 


^e-010 




j Sambucus nigra ribosome inactivating protein precursor 
jrnRNA, complete cds 


9e-010 1 


1888 


X77738 


H.sapiens red cell anion exchanger (EPB3, AE1, Band 3) ' 
gene, V region 


4e-010 1 


1889 


L02897 


i 


Dog nonerythroid beta-spectrin mRNA, 3' end. 


3e-010 ; 


1 1890 


^45 198 


r 


Human mRNA for template acyivating factor-I aTphaT ~ 




1891 


X04981 


! 


H.sapiens gene for lecithin-cholesterol acyltransferase i 3&-01 0 "1 


18921 


M14292 


j Human LIHeg repetitive element from the mtergenic region 
[of the epsilon and G-gamma globin genes. 


3e-010 \ 




X14448 


; Human GLA gene for alpha-D-galactosidase A (EC 


3e-010 j 


1894; 


Z96616 


;H.sapiens telomeric DNA sequence, clone 4QTEL025, readT 
HQTELOO025.seqL J 


3e-010 \ 
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1895*M12901 



1^961768885^ 
18^[L77036 



f Human DNA sequence from cosmid L21F12B, Huntington's 
i55^jagi(Mis (subclone 5_d9 from PI HI 9) DNA 



1898 



Z58927 



;ELsapiens CpG island DNA genomic Msel fragment, clone 
1 1 i^g^£?J^?i^J^ead £pg 1 1 6g2.rt 1 a 




„I§99^7036 0 E i2E!^^^ J^^BllJ^lHE^ ; le^JjD 

J^0^Z7^07 ^H^apten^ S^SiP^SEEP SS^SL^SS?"*' le-010 

^19i^Z75891^ _____ l**H5?^ 

1 90 ?L?Z?? 3 "? § 



1903?Z36111 



1904jZ54jl47 
'"190^87579" 
"l906?U43604~ 



J Human DNA sequence from cosmid L129H7, Huntington's 

[4e-011 



\ H^pi£rsCD 4ge ne_ 



f 4e-011 



jHun^^ sequence. 



|4e-011 



1^JU^24_ 
^08|M27825_ 

I 

1909IZ15026 



\ Human clone A dehydroepiandrosterone sulfotransferase 



i4e-011 



BJtactuca^ complete He-01 1 

H. sapiens genes for tumor necrosis factor (Tnfa) and ~~ \ ™ 
J^tnphotoxine (Tnfb) [ 3e-0 1 1 



1910 



1911 



Z67997 



AC001046 



FHuman DNA sequence from cosmid L206D7, Huntington's 



I3e-011 



Z84518 



1912; 



1913IM59709 



1914IL35670 



SrS^^ \ le^oiT 



Homosap^ H5 C8) DNAl le-01 1 



i 

I 1 

; 1915jAF012899 


jSambucus nigra ribosome inactivating protein precursor 
jmRNA, complete cds 


le-01 1 


\_ 1916jZ96209 


jH.sapiens telomeric DNA sequence, clone 12PTEL055, read 
il2PTELOO055.seq 


le-01 1 


; 1917jU34052 


| Human Down Syndrome region of chromosome 2 1 , genomic 
Sequence, clone A35A7-1 A2. 


le-01 1 


i i 

1918iZ96489 


jH.sapiens telomeric DNA sequence, clone 21QTEL007, 
j read 21QTELOO007.seq 


le-01 1 


1919)AC001036 


jHomo sapiens (subclone 2 f7 from PI H48) DNA sequence fle-01 1 j 


^ 192§L42098 


iHomo sapiens (subclone 5_c7 from PI H22) DNA sequence. 


6e-012 \ 


^_J92lJX93341 


jH.sapiens mitochondrial control region DNA 


5e-012 | 


T922!d26141 


s Human NF1 gene homologue 




1923 


f 

U80228 


Human clotting factor VIII gene, intron 20 and exon 21, 
_ i partial sequence 


4e-012 
4e-012~ ~] 


i_]924 


U16812 


jHuman Bak-2 gene, complete cds. 


I 1925 


Z68758 


\ Human DNA sequence from cosmid cN85E10 on 
^ chromosome 22ql 1 .2-qter 


4e-012 J 


I 1926 


AC001449 


iHomo sapiens (subclone 2 flO from PI HI 03) DNA 


4e-012 i 


I 1927^D50561 


i Human DNA, replication enhancing element (REE 1 ) 


4e-012 3] 


1928 


Z96387 


JH.sapiens telomeric DNA sequence, clone 18PTEL033, read! 
|l8PTELOO033.seq 


le-012 ! 


1929 


AF004338 


(Homo sapiens 16S ribosomal RNA, mitochondrial gene, 
'partial sequence 


1 

le-012 


1930 


M15360 


| Human transposon-like element (THE) p2 solo LTR with 
^inserted Alu element. 


le-012 


1931 


L81577 


jHomo sapiens (subclone 3 h8 from PI HI 1) DNA sequence^ 


le-012 1 


CZL 1932 


U56979 


(Human complement factor H precursor (Cfh) genej)artial \ 


le-012 i 
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JJJcbUKIr 1 1UJN 


Tl T 7 A T T TT? 

r VALUE 


1933?U14550 




Human sialyltransferase SThM (sthm) mRNA, complete cds. 


| le-012 j 


1934 


M31061 




JFJuman ormthine decarboxylase gene, complete cds. 


ile-012 ; 








Rattus norvegicus Fisher 344 pre-sialomucin complex 


I — ^ 


1935 


U06752 




(pSMC) mRNA, repeat sequences 10-14, partial cds. 


| le-012 { 








Rattus norvegicus Fisher 344 pre-sialomucin complex 


! j 


1936 


U06752 




(pSMC) mRNA, repeat sequences 10-14, partial cds. 


le-012 1 


\ 1937 


L29096 


iHomo sapiens oriP binding protein (OBP-2) mRNA, 


jle-012 j 


! 1938 


jU50156 


Human DNA segment containing CA repeat at locus 


:5e-013 l 


\ 






H. sapiens RRM1 gene for ribonucleoside diphosphate 




! 1939 


1X65708 




reductase Ml subunit 


)5e-013 j 


1940 


M61107 




Human p22-phox (CYBA) gene, exons 3 and 4. 


|5e^0T3 | 


1941 


AC001502 


jHomo sapiens (subclone 2_c7 from PI H43) DNA sequence f4e-013 j 








H.sapiens gene for casein kinase II alpha subunit > subunit 




1942JX69951 


'alpha [human, Genomic, 18862 nt] 


4e-013 | 


: 1943JAC002252 


iHomo sapiens (subclone l_g7 from BAC H76) DNA 


j4e-013 | 




I 

,P 4029 




Caenorhabditis elegans cosmid C45B1 1, complete sequence 




1944 




[Caenorhabditis elegans] 


|4e-013 i 


1945 


U90544 


i Human sodium phosphate transporter (NPT3) mRNA, 


Ue-013 


j 1946 


L77032 




Homo sapiens (subclone 3_e5 from PI HI 6) DNA sequence. |2e-0 13 i 


\ 1947 


X55367 




Human alpha-satellite DNA from clone pTRA-2 


2e-013 I 


\ 1948 


U40369 ~ 


* Human sperrmdme/spermine Nl-acetyltransferase 


2e-013 i 


! 1949 


Z25749 




H.sapiens gene for ribosomal protein S7 


2e-013 j 


: 1950 


IM96838 




Human proteinase 3 gene, exons 2 and 3. 


,2e-013"*"" 1 


1951 


Z73116 




S.cerevisiae chromosome XII reading frame ORF YLL01 lw 


;2e-013^ 


; 1952 


U90544 \ 


Human sodium phosphate transporter (NPT3) mRNA, 2e-0 1 3 1 


1953 


U90544 


jHuman sodium phosphate transporter (NPT3) mRNA, 


|2e^013 ? 


1954 


AC001016 


|Homo sapiens (subclone 2_f8 from PI H43) DNA sequence 


le-013 j 






1 


Homo sapiens gene for thymidylate synthase, exons 1, 2, 3, 




i 1955^D00596 


\ 


4, 5, 6, 7, complete cds 


le-013 i 


1956 


X80240 


i 


H.sapiens endogenous retrovirus HERV-KC4 DNA 


le-013 ! 


; 1957 


M86181 


1 Human prosaposin (PSAP) gene. 


5e-0H _( 






jHuman mitochondrial genes for several tRNAs (Phe, Val, 




? 1958 


V00710 


1 


Leu) and 12S and 16S ribosomal RNAs 


5e-0J4 






i 


H.sapiens CpG island DNA genomic Msel fragment, clone 




1959 


Z62151 


i 


64c7, forward read cpg64c7.ftla 


5e-014 






;Homo sapiens interleukin 12B (natural killer cell stimulatory 


i 

i 






i 


factor 2, cytotoxic lymphocyte maturation factor 2, p40) 


| 






(IL12B) mRNA > :: gb|M65290|HUMNKSFP40 Human 




1960JNM_002187.1 




natural killer cell stimulatory factor (NKSF) mRNA, 


5e-014 | 


196JJM18680 


!Homo sapiens 5S rRNA pseudogene. 


5e-014 % 






1 Human endogenous retrovirus-like sequence (LTR ERS-P1- 




1962 


X06274 


1 


1)3'-LTR region 


5e-014 






jHuman immunodeficiency virus type 2 proviral DNA, 




1963 


D00835 


[complete genome 


5e-014 






jHuman Alu repetitive sequence located near the insulin gene 








\ 


> :: gb}J00268|HUMINS02 Human insulin gene: repetitive 




1964 


V00581 


i sequence in 3' flank. 


5e-014 






jHuman DNA sequence from cosmid Al on chromosome 6 




1965 


Z95437 


! contains ESTs. HERV like retroviral sequence 


5e-014 


196^ 


AB001051 


Jpugesia japonica mRNA for ADP-ribosylation factor, 


5e-014 


1967 


AB001051 


jDugesia japonica mRNA for ADP-ribosylation factor, 


5e-014 


1968| 


M59709 


J Human carcinoembryonic antigen (CEA) gene, exon 10. ™j 


2e-014 




X91233 


IH.sapiens IL15 gene \ 


2e-014 j 
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* 19701X12718 




Human Retrovirus mRNA for LTR (clone cPB-3) 


2e-014 


1971 


|V00531 


\ Human interferon genes LeIF-L and LeIF-J and pseudogene 
_JjLeIF-M with intergenic regions. These genes are located on 


le-014 


I 

1 1972 


M14292 


j Human LIHeg repetitive element from the intergenic region 
_Jof the epsilon and G-gamma globin genes. 


le-014 


\ 1973 


X56998 


j Human UbA52 adrenal mRNA for ubiquitin-52 amino acid 
I fusion protein 


! le-014 


| 1974 


S74906 




El beta^pyruvate dehydrogenase beta {promoter} 


t8e^015 


f 1975 


M18680 




Homo sapiens 5S rRNA pseudogene. 




1976 


L49046 


5 Homo sapiens (subclone 2_h3 from PI H25) DNA sequence. 


;6e-015 


1977|M18680 




Homo sapiens 5S rRNA pseudogene. 


6e-015 


1 1 

[ 1978SU93037 




Homo sapiens elastin gene, exons 5-27 and alternatively 
spliced products, partial cds 


6e-015 


r* "l979lM76741 




Homo sapiens biliary glycoprotein (BGP) gene, partial cds. 




1980 


U72787 


jHomo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
complete sequence [Homo sapiens] 


1 

6e-015 


1981 


AB000931 




Homo sapiens FUT2 gene, intron 1 , complete sequence 


6e-015 


1982 


M83137 


Human scaffold-attached region (SAR) DNA. 


6e-015 


1983 


M18680 


jHomo sapiens 5S rRNA pseudogene. 


Sp-01 s 
jc-ui J 


1 1984 


Z63454 


! 


H.sapiens CpG island DNA genomic Msel fragment, clone 
84d2, reverse read cpg84d2.rtla 




L 1985 


Z63454 


jH.sapiens CpG island DNA genomic Msel fragment, clone 
!84d2, reverse read cpg84d2.rtla 




; 19861X97489 




H.sapiens PIT1/GHF1 gene silencer region 


^p> 01 S 


1987JX55367 


\ Human alpha-satellite DNA from clone pTRA-2 


2e-015 


l 1988^Z22795 


H.sapiens microsatellite repeat 




1989 


D38112 




Human mitochondrial DNA, complete sequence 


2e-015 


1990 


X69951 


jH.sapiens gene for casein kinase II alpha subunit subunit 
'alpha [human, Genomic, 18862 nt] 


2e-015 


1 199i:M59250 


;Homo sapiens cytochrome c oxidase subunit Vb 


2e-015 


1992JX15965 
1993iX70052 


{Rabbit DNA for L10c5 repeat 

jS.cerevisiae sofl gene \ 


2e-015 
2e-015 


! 1994|M86667 


:H.sapiens NAP (nucleosome assembly protein) mRNA, Ue-015 


1995JX78212 


H.sapiens diamine oxidase gene 


7e-016 


| 1996jU21928 


;Human fructose- 1,6-biphosphatase (FBP1) gene, exon 4 


7e-0l6 


l 199t|aB001051 


.Dugesia japonica mRNA for ADP-ribosylation factor, 


7e-016 


1998lAC002l81~ 


Homo sapiens (subclone 2 a 12 from BAC Hill) DNA 


6e-016 i 


1 1999 


X91413 


H.sapiens DNA for X-linked dinucleotide repeat 
, polymorphism (clone YCA3CL149) 


6e-016 


! 2000 


U65487 


, Human ribosomal RNA upstream binding transcription I 
* factor (UBTF) gene, partial cds 


6e-016 1 


2001 


Z69920 


.Human DNA sequence from cosmid 91K3, Huntington's 
^Disease Region, chromosome 4pl6.3 


1 

t 

6e-016 ! 


20021 


U92818 


!Homo sapiens c33.28 unnamed HERV-H protein mRNA, J 


6e-016 ! 


200? 


J03799 


Human colin carcinoma laminm-binding protein mRNA, 


3e-016 j 


2004! 


Z68885 


\ Human DNA sequence from cosmid L21F12B, Huntington's 
[Disease Region, chromosome 4pl6.3, contains EST 


2e-016 


2005JU75285 


JHomo sapiens apoptosis inhibitor survivin gene, complete 


2e^016 j 


20061M23442 


Jltonan interleuldn 4 (IL-4) gene, complete cds. 


2e-016 


2007 


U18270 


j Human thymopoietin (TMPO) gene, exons 4 and 5, and 
complete cds for thymopoietin alpha 


2e-016 


2008j 


AD000833 


Homo sapiens DNA from chromosome 19-cosmid A9399 
j(~17 kb EcoRI restriction fragment) ; 


2e-016 
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ACCESSION 
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2009? AD000833 



IHomo sapiens DNA from chromosome 19-cosmid fl9399 
,(~17 kb EcoRI restriction fragment) 



P VA1.UE 
2e-016 



2010 



2011 



Y14823 



U67167 



iDrosophila melanogaster SURF-4 gene and gene encoding 
jsery^-^^ _ _____ _ _ _ _ 

s Homo sapiens intestinal mucin (MUC2) gene, promoter 
{region and partial cds 



2e-016 



8e-017 



2012 



2013 



Z96J2Z__ 
AF003533 



[H.sapiens telomeric DNA sequence, clone 10QTEL040, 



7e-017 



jHomo sapiens cytosolic phagocyte oxidase protein 
;(p47phox) gene, promoter region and partial cds 



7e-017 



2014 



NM 000151.1 



2015 



X94912 



2016 
2017 



U 10580 
M22970* 



| Homo sapiens glucose-6-phosphatase, catalytic glucose-6- 
j phosphatase mRNA, complete cds. >::gb|I 15157 |I 15157 

' H.sapi^^ 

: Human junction sequence from chimeric/rearranged YAC 
\yRM^^ z c^or^so^ llpl4. 



- \ 



7e-017 
7e-0ff" 

7e-017 



2018iX02152 

"' 1 

2019lz68755 



2020|M64804 



; Human pancreatic phospholipase A-2 (PLA-2) gene, exons 1 j 7e-0 1 7 

\ Human mRNAJl^ ^DH^A, JEC 6e-0 1 7 

j Human DNA sequence from cosmid LI 18D5, Huntington's 

^A s ^l e J^§^ n L£^ ( ?5 osome 4pl6.3 



Human microsatellite DNA repeat region DNA. > :: 
H. sapiens HFE (HLA-H) gene 



6e-017 



3e-017 



20221X74984 

' 2 illtu0533^' 

^2025 1X97869'" 
2026^X17579'" 



2027TO6445 



2029|X??l 3 i 
T030jx62996^ 

2BllM98479~ 



2032 



2033 
2034 



2035 



L42568 



;H.j3ar^n^^a^^^ gene 

j Mus musculus co-chaperonin 'cofactor A' mRNA, complete 

£ ece E^°£§ ene „ _ 

; I^apien^^ 

Hjupag^ecific HS5JDMA. _ _ ^_ __ 
;Bosjtaj^s^aj£ium^ mRNA, 
^ Human cysteinyl-tRNA synthetase mRNA, partial cds. _ 
H^ajri^ cornpletegenome 
H .^arnens jrjdtochona^ sequence) 
Humanjt^ region. 
Homo sapiens (clone 1SW11-1) non-gastric H,K-ATPase 
<ATP1AL1) gene, exons 15-17 




.2e-017 

Tge-on' 

T2e-qi7^ 

Tie-Ol^ 

78e-018 

\8e-0f8' 

" r 8e-0T8 



8e-018 



S52659 
U66707" 



jlactc^errinJ5^region, promoter} [toman, ^placenta, 
J Rattu^no^ 



X76683 



2C^U66707 

^20^i]C^7201 
2038^24287" 



s Plasinidj^ctOT pHM2 bejtaja^taina^ 
1 ^S^l^nS^£B s ^ e nsm " 180 mRNA, complete cds 
< Huj^JijHepG2 J^region M^I^cJWA^^one Jhmd3oWrn3 
, |H. sapiens (D12S355) DNA segment containing 



8e-018 



2039[AC001443 

20^jlJ73522j"" 
' 204lTI^04^ ~" 
20421X93496 "~ 



2043|X54816 



;Homo sapiens (subclone 2 flO from BAC 2913 



8e-018 

3e-0lT 

3e-018" 



3e-018 



2e-018 



2e-018 



jHomo sapiens AMSH mRNA, complete cds 



ile-018 



H.sapiens TRAP gene, 5' flanking region |9e-019 



2044 



2045 



2046 



j Human gene for alpha- 1-microglobulin-bikunin, exons 1-5 
{(encoding alpha- 1 -microglobulin, N-terminus.) 



L35240 



1 ^^^Ji^E^^^s^^^l^^^ 



Z46940 



U60801.1 



H.sapiens PRM1 gene, PRM2 gene an d TNP2 g ene 
Human poly(A)-binding protein (PABP) processed 
Jpseudogene2, complete cds 




J Homo sapiens nucleotide binding protein 1 Human 
2®47^N^ complete cds. 



I4e-019 
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2048JX76683 


Plasmid vector pHM2 betalactamase gene 


3e-019 : 



2049JU40369 



Huma^ 



2050^D13624 



Hvmoan^ Wilms tumOTgei^j^ncodin^^ e ^ 0I L^ 



3e-019 



3e-019 



2051ID13624 

\ 

2053iU72787 



Human Wilms lunw£gene^ncoding WT 1 jprotein, exon 6^ \ 3e-0 1 9 
ISuman^^ " ~ " |3e-bl9* 



[Homo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
(complete sequence [Homo sapiens] 



I3e-019 



2054!U867j>9 
"20551X78454 



|Huffi^netrin-2 like pro^n^(NTN21) niRNAj^mpletejcds 



019 



019 



2056|NM 000969.1 



;Homo sapiens ribosomal protein L5 (RPL5) mRNA 



le-019 



2057|U49869 
20581X78901" 



2059;U32515 




2061 Z68758 



2062 Z30584 



2063 



2064 



2065 



2066 
2067 



Z68758 



jHumanjt^^ \l^0}9_ 

jH.sapiejn^^ _ |9e-020 

j Human putative tumor suppressor (MXI1) gene, exons 4, 5, 
*an<i^ ;9e-020 

; Human DNA sequence from cosmid cN85E 1 0 on j 

l&u^^ ™ 

J R : nor^ _ _ i3e- 

* Human DNA sequence from cosmid cN85E 1 0 on j 
^chromosjorr^22qH^-qter 



M58600 



i Human heparin cofactor II (HCF2) gene, exons 1 through 5. 



J3e- 

l3e^ 



■020 

£20 

020~ 



U93037 



|Homo sapiens elastin gene, exons 5-27 and alternatively 
|splic^djprojducte partial cds 



|3e-020 



L38951 



IHomo^sagiens importin beta subunit rnRNi^£Oj^^etejcds_ 12e-020 
f Human NF 1 gene homologue^ j 1 e-020 



2068 M18796 



I Orangutan beta- and delta-globin gene intergenic region with 
[2 Alu repeats. 



2069SZ47046 



2j^^C001443^ 
2071jX15965 



iHuman cosmid^^^ 

I Homo sapiens (^^l^^flQ^om B AG 29 1 3 



!-020 



020 
020" 
020 " 



2072;U86453 
^2073|M9OT58_ 
2074[L81932 



I Human phosphatidylinositol 3 -kinase catalytic subunit 
pi lOdelta mRNA, complete cds 
Human serglycin gene, exons 1,2, and 3. 



20751X68258 

"207^78777" 
"2077 J01415" 



Homo sapiej^j^^ Ji^ljn!^^ 



Homo sapiens (subclone 2_b8 from PI H49) DNA sequence 



021 

_ 



4e-021 



3e-021 



021 
■021 



2078 


L43411 


;Homo sapiens (subclone 5_g5 from PI H25) DNA sequence. 


le-021 


2079 


^sM_000967.1 


Homo sapiens ribosomal protein L3 (RPL3) mRNA protein 


le-021 






•Human DNA sequence from cosmid U65A4, between 


, , i 


2080 


Z81014 


i markers DXS366 and DXS87 on chromosome X * 


le-021 


2081 


U93037 


iHomo sapiens elastin gene, exons 5-27 and alternatively 
\ spliced products, partial cds 


! le-021 


2082 


X78454 


_Jx.laevis AB21 mRNA for RPD3 homologue 


le-021 


2083 


tx82825 


l A.thaliana PRL1 mRNA 


le-021 


2084! JO 14 15 


Human mitochondrion, complete genome 


4e-022 






Human DNA sequence from cosmid L21F12B, Huntington's 




2085 


Z68885 


i Disease Region, chromosome 4pl6.3, contains EST 


4e-022 


2086 


L81690 


sHomo sapiens (subcjk)n^^ 


4e-022 } 


2087 


Z47046 


; Human cosmid QLL2C9 from Xq28 


[^022™" 






j Human DNA sequence from cosmid 92M18, BRCA2 gene 




2088 


Z73360 


[region chromosome 13ql2-13 


le-022 

le-022^^ 1 


2089 


L78776 


«Homo sapiens (subclone 2_a7 from PI H49) DNA sequence 
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2090 


Z96210 


H.sapiens telomeric DNA sequence, clone 12PTEL057, read 
12PTELOO057.seq 


5e-023 


209l[Z50751 


H.sapiens mRNA for B4B 


4e-023 


2092 


U14567 _ 


***ALU WARNING: Human Alu-J subfamily consensus 


4e-023 


2093 


L35657 


Homo sapiens (subclone H8 5_al0 from PI 35 H5 C8) DNA;4e-023 


2094 


Z81315 


Human DNA sequence from fosmid F62D4 on chromosome 
22ql2-qter> :: emb|Z8 13 16|HSF62D4A Human DNA 
sequence from fosmid F62D4 on chromosome 22, complete 


4e-023 


2095 


U93237 


Human menin (MEN1) gene, complete cds 


le-023 


2096 


Ml 6660 


Human 90-kDa heat-shock protein gene, cDNA, complete 


le-023 


r 2097 


Z93943 


Human DNA sequence from cosmid U235H3 on 


6e-024 


2098 


M84334 


Macacca mulatta hnRNP A 1 -gamma isoformmRNA, 




2099 


Z73360 


Human DNA sequence from cosmid 92M18, BRCA2 gene 
region chromosome 13ql2-13 


5e-024 


2100 


L32754 


Homo sapiens Ig-associated signalling molecule 


5e-024 


2101 


AC002252 


Homo sapiens (subclone l_g7 from BAC H76) DNA 


5e-024 
5e-024 


2102 


INM 000982.1 


Homo sapiens ribosomal protein L21 (RPL21) mRNA > :: 
gb|U25789|HSU25789 Human ribosomal protein L21 
mRNA, complete cds. 


! 2103 


NM 000397.1 


Homo sapiens cytochrome b-245, beta polypeptide encoding 
mitochondrial protein, mRNA > :: emb|X0401 1|HSXCGD 
Human mRNA of X-CGD gene involved in chronic 
granulomatous disease located on chromosome X 


5e-024 


„™ 


L19086 


Human LINE1 (LI. 3) repetitive element DNA sequence. 


4e-024 


2105|U88531 


Bos taurus phosphatidylinositol 4-kinase mRNA, complete 


2e-024 


\ 2106|D38112 


Human mitochondrial DNA, complete sequence 


2e-024 


\ 2107|NM 003011.1 


Homo sapiens SET translocation (myeloid leukemia- 
associated) (SET) mRNA > :: gb[M93651 |HUMSET Human 


2e-024 


2108]M98512 


Human NFG genomic fragment. 


2e-024 


j 2109jNM_001019.1 


Homo sapiens ribosomal protein SI 5a for ribosomal protein 


2e-024 


\ 2110;X70991 


H.sapiens MADER mRNA 


2e-024 



2JJ^C0O1174 
21J3jD86566 
'2114 T Z78885 



Homo sapiens (subclone l_e2 from BAC H94) DNA 



12e-024 



Human DNA for NOTCH4, partial cds_ 



H.sapiens flow-sorted c liro mo s ome 6 H indll I fr a gment , 



!2e- 



-024 



024 



2115]X82272 



2116|Z96167 



; Human l^ndo^^ _ _ \ IEiP^lL 

H. sapiens telomeric DNA sequence, clone 1 0QTEL0 1 7, 1 

read 10QTELOO0r^q^^^____^ ! 6 ?^5^ 



2117IL38951 



2118JX53575 
Tfi9]L7TO40 

2120|Z23957 



: Homoj^iej^j^m^^ njRI^^ _J,^2?^ 
Yeast RPL7 gene for ribosm^ _ j6e-025^ 
Homo sapiens (subclone 8_c 1 1 from P^L5??)Mi^ 1 5e "025 



21211X14445 



2122SL39062 



,H. sapiens (D2S336) DNA segment containing (CA) repeat; \ 
^loneAPT^ }5eJ[)25^ 

; Hompjsaj^ L?^l5?^^ 



2123^Z84723 



Human DNA sequence from phage LAW2 from a contig 
from the tip of the short arm of chromosome 16, spanning j 
■2Mb of 16pl3.3jContains Interieuk^^ 



2124 AC001 174 



\ Ftonro j^p i^^ 



^2e-025 



2125*NM 001423.1 



;Homo sapiens epithelial membrane protein 1 Progression 
! Associated Protein 



!2e-025 



2126X14445 



1 Human int-2 proto-onejogene^ 



!2e-025 



Table 2A 
Page 53 of 61 



Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 


ACCESSION 


DESCRIPTION 


P VALUE 


i 

2127^M68841 


Human LI repetitive sequence with a region homologous to 
a mouse ORF. 


2e-025 


\ 71 78^X97489 


H.sapiens PIT1/GHF1 gene silencer region 


2e-025 


2129X73501 


H. sapiens gene for cytokeratin 20 _ 


le-025 ! 




Mus musculus transcriptional activator alpha-NAC 


le-025 




Human 7SL RNA sequence 


7e-026 


| 2132jM22485 


Human ring chromosome 21 [r(21)] breakpoint DNA. 


2e-026 : 




Ape (chimpanzee) 28S ribosomal RNA gene. 


^026 ' 2 


2134IAF053644 


Homo sapiens cellular apoptosis susceptibility protein 
(CSE1) gene, exon 2 


9e-027 


; 2135IdS6W0T 


Human dystrophin gene, intron 1 containing pseudo exon. 


7e-027 


I I 

\ 2136IU18271 


Human thymopoietin (TMPO) gene, partial exon 6, 
complete exon 7, partial exon 8, and partial cds for 


7e-027 t 


I 2137TX05323 


Human MRC OX-2 gene signal sequence 


7e-027" ' " ; 


; 2138|M99065 

\ ~2139jWl037~ 


Rat core histone (MacroH2A.l) mRNA, complete cds. 
Human 7SL RNA sequence 


7e-027 j 
6e-027~ 


l 2140M22485 


Human ring chromosome 21 [r(21)] breakpoint DNA. 


2e-027 \ 


f 2141 


D50494 


Mouse mRNA for murine RCK, complete cds 


2e-027 


: 2142 


Ml 4292 


Human LIHeg repetitive element from the intergenic region 
of the epsilon and G-gamma globin genes. 


2e-027 j 


! 2143 


U72787 


Homo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
complete sequence [Homo sapiens] 


7e-028 


2144 


NM 001030.1 


Homo sapiens ribosomal protein S27 gb|L19739|HUMMPSI 
Homo sapiens metallopanstimulin (MPS1) mRNA, complete 
cds. > :: gbfI60224[I60224 Sequence 1 from patent US 


j 

7e-028 






Homo sapiens (subclone l_fl2 from PI HI 15) DNA 


7e^028 i 


2146 


M22485 


Human ring chromosome 2 1 [r(2 1 )] breakpoint DNA. 


3e-028 


2147 


Z95437 


Human DNA sequence from cosmid Al on chromosome 6 
contains ESTs. HERV like retroviral sequence 


2e-028 


2148 


NM 001025.1 


Homo sapiens ribosomal protein S23 (RPS23) mRNA > :: 
dbj|D14530|HUMRSPT Human homolog of yeast ribosomal 
protein S28, complete cds 


2e-028 ; 


2149 


Z95437 


Human DNA sequence from cosmid Al on chromosome 6 
contains ESTs. HERV like retroviral sequence 


2e-028 i 


2150 


Z62151 


H.sapiens CpG island DNA genomic Msel fragment, clone 
64c7, forward read cpg64c7.ftla 


I 

i 

le-028 ! 


215 1 


Z62151 


^sapiens CpG island DNA genomic Msel fragment, clone 
64c7, forward read cpg64c7.ftla 


1 

8e-029 j 


"""" '2152 


X62996 


H.sapiens mitochondrial genome (consensus sequence) 


8e-029 


! 2153 


Z62151 


H.sapiens CpG island DNA genomic Msel fragment, clone 
64c7, forward read cpg64c7.ftla 


8e-029 


2154 


AC001518 


Homo sapiens (subclone 2_b4 from PI H49) DNA sequence j8e-029 


j 2155 


r X56932~ 


H.sapiens mRNA for 23 kD highly basic protein 


8e-029 


i 2156 


|U93563 


Human LI element LI. 6 putative pi 50 gene, complete cds _ 


f 8eT29 


2157 


Z96282 


H.sapiens telomeric DNA sequence, clone 13QTEL058, 
read 13QTELOO058.seq 


8e-029 


2158 


NM 002892.1 


Homo sapiens retinoblastoma-binding protein 1 (RBBP1) 
mRNA > :: gb|S66427|S66427 RBP1 retinoblastoma 
binding protein 1 [human, Nalm-6 pre-B cell leukemia, 


7e-029 I 


2159 


M12855 


Human endogenous retrovirus DNA downstream of 5' LTR, 
£lone HERV-K22. 


3e-029 1 
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SEQID 



2160 
J2161 

2162 
"2163 
^2164 

2165 



2166 



ACCESSION 



DESCRIPTION 



X86012 



m ^^^fy^J^ ^'sequence from intron 22 of the factor VIII 
gene, Xq28. Contains the end of a 9.5kb repeated region, 
int22h- 1 J^yi^^ 



P VALUE 



L81840 

zinii 



X61453 
NM m 0033897l 



"P-ii^ 

iM.musculus mRNA for Hi 9 clone 



3e-029 



3e-029 



3e-029 



^3e-029 



L81840 



'1*525^^ l——- - 



L05173 



Homo sapiens chromosome 21 DNA fragment with Alu, LI 
; and O rer^tit^jele^r^t^ 



2167 



2168 



2169 



M12855 



M12855 



J05211 



2170<Z96167 



: Human endogenous retrovirus DNA downstream of 5' LTR, 
'cloneEffi^ 

? Human endogenous retrovirus DNA downstream of 5' LTR, 

^Uonejffl^ , „ 

'Human desrrwr^kmjcn^ 

riLi^ienslelomeric DNA sequence, clone 10QTEL017, 

il^adjl^ 



8e-030 



3e-030 



!3e-030 



i3e-030 



3e-030 



2171! 


M12855 


2172 


AC002186 


""2173 


L35657 


2174 


L35657 



iHuma^^ DNA downstream of 5' LTR, 

;clone HERV-K22. 



i3e-030 



iHomojsaj^^ 



3e-030 



; 2175 


L39061 1 


1 2176 


AF010313 


"""" 2177 


AC001443 


- 2178 


Z62151 



Hoinosa^^ 



'rHomo^a|dens tram^rlgtiD^^ 



^H.sapiens CpG island DNA genomic Msel fragment, clone 



2n9^ATO10312 
"218l!b29805 



Homo s^j^ 

1 Hj55?E^^ 



3e-030 

3e-030~" 



le-030 



le-030 



3e-031 



le-031 



le-031 



2182 
2183 



Z95437 



X62996 



TSmian DNA sequence from cosmid Al on chromosome 6 
\ conteiosJES^^ 



le-031 



le-031 



2184*U80409 



HLactococcus lactis cremoris glucose inhibited division 



2185iX00525 



Mouse 28S ribosomal RNA 



2186 



U35032 



2187 



2188 



2189 



2190 



2191 



2192 



2193 



2194 



2195 



Human endogenous retrovirus clone c5.1 1, HERV-H 
multiplyj^^ 



Z75894 
U22055 



M98509 



D38112 



Z69364 



1 Human DNA sequence from cosmid U61F10, between 

Huir^^ 

[Hu£^^ — 

I Humanj^^ 

iHuman DNA sequence from cosmid L96F8, Huntington's 
\ Disease Region, chromosome 4pl6.3 contains EST and 
jcDNA > :: emb|Z69365|HSL96F8A Human DNA sequence 

from cosmid L96F8, Huntington's Disease Region, 

chromosomej4pl^ 



le-031 



4e-032 



le-032 



le-032 



le-032 

;)e-03y 
'5e-033 



;2e-033 



5e-034 



U59695 



Human apurinic/apyrimidinic endonuclease (HAP1) gene, 5* 



L35657 



]Hom^ 



L78778 



V00662 



1 H^mo^piej^ 



5e-034 



2e-034 



2e-034 
;5e-035" 
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SEQ ID 
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M30629 


Human pregnancy-specific glycoprotein beta-1 


5e-035 ~ 






Homo sapiens signal recognition particle 14kD (homologous^ 




2197 


NM 003134.1 \ 


Alu RNA-binding protein) (SRP 14) mRNA > recognition |5e-035 


2198 


U93572 ^Human LI element L1.25 p40 and putative pl50 genes, \ 


2e-035__ 




~" Itl.sapiens telomeric DNA sequence, clone 10QTEL038, \ 




2199 


Z96176 Sread 10QTELOO038.seq 


6e-036 




iHuman mitochondrial genes for several tRNAs (Phe, Val, 




\ 2200 


V007 1 0 iLeu) and 1 2S and 1 6S ribosomal RNAs 


6e-036 


f ~ 2201 


Z78715 


H.sapiens flow-sorted chromosome 6 Hindlll fragment, l^s^^L—— 


i 2202 


U93574 


Human LI element L1.39 p40 and putative pl50 gen^s^^j 


2e-036 


j 2203 


S63912 


D10S1 02=FBRNP [human, fetal brain, mRNA, 3043 nt] _|le-03 6 


l 2204 


AB011137 


Homo sapiens mRNA for KIAA0565 protein, complete cds jle^36™^^ 




;H.sapiens CpG island DNA genomic Msel fragment, clone 




\ 2205 


Z55370 


37a7, forward read cpg37a7.ftla \I^9IL .' 




L36720 


Homo sapiens bystin mRNA, complete cds 


7e-037 ; 




iHTSl=HeLa tumor suppressor gene [human, revertant clone 




s ZZU / 


S45936 


F2, mRNA Partial, 2687 nt] } 


7e-037 j 




U36755 


Human thrombin receptor (F2R) gene, 5' region and partial^ 


6e-037 \ 


I 2209 


D50694 


Rattus norvegicus mRNA for proteasomal ATPase 


3e-037 i 


> 7710 
n ZZ 11/ 


AB001325 


Human AQP3 gene for aquaporine 3 (water channel), partail|2e-037 


r~~" 221T 


L35657 


Homo sapiens (subclone H8~5 alO from PI 35 H5 C8) DNAl2e-637 1 


1 9919 

; ZZ 1Z 


tJ36445 ' 


Bos taurus calcium-activated chloride channel rnRNA, 


2e-037 




X66292 


P.pygmaeus (OX3910-1 1) alphoid repetitive DNA _ 




5 99 \A 

\ ZZ IH- 


D38112 


{Human mitochondrial DNA, complete sequence 


;6e-038 J 






[H. sapiens (D12S80) DNA segment containing (CA) repeat; 




* 99 1 S 


Z16571 


klone AFM102xd6; single read 


^6e-038 


I 991 6 

ZZ 1 u 


D50561 


Human DNA, replication enhancing element (REE1 ) 


3e-038 


I 9917 

; ZZ 1 / 


1x66292 


T™pygmaeus (OX3910-1 1) alphoid repetitive DNA 


i8e-039 






| Human DNA sequence from cosmid 92M18, BRCA2 gene 


) 


i 991 8 
\ ZZ 1 o 


Z73360 


) region chromosome 13ql2-13 


!7e-039 


2219 


M25718 


iHuman rDNA and 4 Alu repeats. 


j£e-039 






,Homo sapiens cytochrome b-245, beta polypeptide encoding 








jmitochondrial protein, mRNA > :: emb|X0401 1 fHSXCGD 








jHuman mRNA of X-CGD gene involved in chronic 




2220 


NM 000397.1 


{granulomatous disease located on chromosome X 


3e-039 


2221 


M13073 


; Human metallothionein I processed pseudogene, complete 


Jze-039 ' 


2222IZ78715 


IH.sapiens flow-sorted chromosome 6 Hindlll fragment, 


l3e-040 ^ 






-Homo sapiens cosmid clone U163C11 from Xp22. 1-22.2, 




2223[U72787 


* complete sequence [Homo sapiens] 


3e-040 


2224(Z12962 


TtLsapiens mRNA for homologue to yeast ribos^n^l protein^ 


3e-040 


\ 2225 


^78715^"" 


^H.sapiens flow-sorted chromosome 6 Hindlll fragment, 


;9e-041 


2226 


AC001443 


iHomo sapiens (subclone 2 flO from BAC 2913 


i4e-041 






Human DNA sequence from cosmid 92M18, BRCA2 gene 




1 2227 


h Z73360 


\ region chromosome 1 3 q 1 2- 1 3 


be-041 


2228 


i S72304 


?rah=ras-related homolog [mice, HT4 neural cell line, 


Ge-041 


\ ~'222S 


T AC00 1 443 | Homo sapiens (subclone 2 fl 0 from B AC 2913 


jle-041 


1 223C 


>fU49974 iHuman mariner2 transposable element, complete consensus 


(le-041 


: 2231 


X26507 


TMouse myocyte nuclear factor (MNF) mRNA, complete cds. 


lle-041 


["" 2232^08191 


jHuman R kappa B mRNA, complete cds. 


Tle-042 


2233lbll078 


^Homo sapiens RGH2 gene, retrovirus-like element 


jle-042 


2234|U8390S 


Human nuclear antigen H731 mRNA, complete cds 


tle-042 


22351X63209 


B.taurus CI-ASHI mRNA for ubiquinone oxidoreductase 


Ue-042 
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2236SNM 002743.1 



Homo sapiens protein kinase C substrate 80K-H (PRKCSH) l 
jrnRNA > :: gb|J03075|HUMG19PlA Human 80K-H protein j 
[(kinase C substrate) mRNA, complete cds. ! le-042 



2237SL78777 



2238 



2239 



2240 



2241 



2242 



Z59382 



L12469 



^Hom£jsapien^^ H4^)JOT^^sequence |4e-043 

^H. sapiens CpG island DNA genomic Msel fragment, clone j 
j 1 5 [2b^ j 1 e-043 



U72789 



GaHus gallus (max) gene, complete cds. 



1 e-043 



Homo sapiens cosmid clone U197H5 from Xp22.1-22.2, 
complete sequence [Ho mo s apiens] 



^5e-044 



JOryctolagus cuniculus peroxisomal Ca-dependent solute 



!5e-044 



M22485 



2243[Z60212 



2244 



J245 
2246 



M22485 



AF004161 



D38112 



jHvmianjr^^ DNA.__ 
^H.sapiens CpG island DNA genomic Msel fragment, clone 

jj^^^ 

jHu^n^ DNA. 
fOryctolagus cuniculus peroxisomal Ca-dependent solute 
(carrier mRNA, comp lete cds 



J2247^U72787 



2248 
2249 



2250 
2251 
2252 



Z69925 



U12404 



^un^njm^chc^^aj. Jp^^L£92ffl5 te se $ uence 

jHomo sapiens cosmid clone U163C1 1 from Xp22.i-22.2, 

] Human DNA sequence from cosmid cNl 16A5, on 



Y07969 
X90583 



jHj^apje^ 

{H^piens^^ delta 




5e-046^ 
2e-046 



L35657 



iS°E!°s^ C8 ) DNA|2e-046 



2253 
2254 



Homo sapiens chaperonin containing T-complex subunit 6 } 
(CCT6) mRNA > : : gb|L27706fHUMTCP20 Human | 

NMjOj^^^^ [diap^ _ J^-QQL 

-^F008563 '-^}^JE[S!ESS?^J^S^ S centrornere -t>inding factor 5 



!7e-047 



2255 



NM 002137.1 



J Homo sapiens heterogeneous nuclear ribonucleoprotein 
1A2/B1 (HNRPA2B1) mRNA > :: 
;gJ^29065|HUMRNPA2A Human hiiRNP A2 protein 



5e-047 



2256 



NM 001866.1 



[Homo sapiens cytochrome c oxidase subunit Vllb (COX7B)4 
j nuclear gene encoding mitochondrial protein, mRNA > :: 
!emb|Z14244|HSCOX7BM H.sapiens coxVIIb mRNA for 
-cytochrome c oxidase subunit Vllb 3e-047 



2257 



Z55938 



(H.sapiens CpG island DNA genomic Msel fragment, clone j 

.IJA^liI^y^Jl^I^^^V^^^^ 3 - 2e-047 



2258 U3 1278 



2259 



2260 



2261 



2262 



2263 
K 2264 



iHomo sapiens mitotic feedback control protein Madp2 ! 
j^omol^gx^^A, complete cds he-047 



U72787 



jHomo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
^con^lete sequence [Homo sapiens] 



2e-047 



NM 003295.1 



iHomo sapiens tumor protein, translationally-controlled 1 
;(TPT1) mRNA > :: emb|X16064|HSTUMP Human mRNA 

\ fonixajn^ 



NM 003503.1 



^Homo sapiens CDC7 (cell division cycle 7, S. cerevisiae, 
|homolog)-like 1 (CDC7L1) mRNA, and translated products 

! >:: s^IM^l^ Cdc7 



7e-048 



*3e-048 



(H.sapiens CpG island DNA genomic Msel fragment, clone 
Z62Jjn l64c7, forwo^adjcpg64c7.ftla 2e-048 



L IL§7L 

L40403 



1^9^2J3?i^33J^ r J^ nuc ^52^ < MS^?!^ ase mRNA, 5' end. 
jJHomc^sapiens (clone zap3) mRNA, 3 T end of cds 



8e-049 



3e-049 
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M81600 


Human NAD(P)H:quinone oxireductase gene, exon 6 > 


2e-049~ ~ 


2266 


U72787 


Homo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
! complete sequence [Homo sapiens] 


8e-050 


2267 


M31004 




Human nuclear phosphoprotein B23 mRNA, clone hpB2. 


8e-050 


2268g97207 


jMus musculus mRNA for B-IND1 protein 


8e-050 


22691AF007775 


;Rattus norvegicus aquaporin-pancreas and liver 


l Je-050 


227o|lJ72787 


jHomo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
1 complete sequence [Homo sapiens] 


9e-051 


2271 


U72787 


;Homo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
jxomplete sequence [Homo sapiens] 


9e-051 


\ 2272 


1X06683 


Mouse mRNA for Cu-Zn superoxide dismutase (EC 
[1.15.1.1) > :: gb|M35725|MUSCZSOD Mouse Cu-Zn 
^ superoxide dismutase mRNA, complete cds. 


1 " 
|9e-051 


\ 22731X93334 


U-Lsapiens mitochondrial DNA, complete genome 


!3e-051 


2274|U27197 


jDrosophila melanogaster pelota (pelo) mRNA, complete cds 


|3e-051 


| 2275TD87953 


Human mRNA for RTP, complete cds 


le-051 


I 2276 


L81869 


jHomo sapiens (subclone l_c4 from PI H55) DNA sequence ;4e-052 


; 2277 


D63876 


\ Human mRNA for KIAA0154 gene, partial cds 


|4e-052 ~~ 


! 2278JD 14659 


\ Human mRNA for KIAA01 03 gene, complete cds j 3e-052 


\ 2279|X93334 
I 2280[D38112 


^pl.sapiens mitochondrial DNA, complete genome j4e-053 
* Human mitochondrial DNA, complete sequence Ue-053 


1 2281 


U97519 


jHomo sapiens podocalyxin-like protein mRNA, complete 


4e-053 


: 2282 


135657 


[Homo sapiens (subclone H8 5_al0 from PI 35 H5 C8) DNAl4e-053 


~ 2283 


D63876 


■ 


Human mRNA for KIAA0154 gene, partial cds 


r 4e-053 


f"""~2284 


D38112 


Human mitochondrial DNA, complete sequence 


fTe-053 


; 2285 


Z57342 


jH.sapiens CpG island DNA genomic Msel fragment, clone 
j 1 72a 1 2, forward read cpg 1 72a 1 2 .ft 1 a 


r „.~ .... 
J[e-053 


> 2286 


Z64479 


i 


H.sapiens CpG island DNA genomic Msel fragment, clone 
127c4, reverse read cpgl27c4.rtla 


le-053 


f 2287 


M28209 




Homo sapiens GTP-binding protein (RAB1) mRNA, 


ie-053 


■ 2288iS57803 




Ro60 protein gene [human, mRNA Partial, 176 nt, segment 


4e-054 


! 2289 


U01139 


I 


Mus musculus B6D2F1 clone 2C1 IB mRNA. 


le-054''' 


i 2290 


U72787 


jHomo sapiens cosmid clone U163C1 1 from Xp22. 1-22.2, 
jcomplete sequence [Homo sapiens] 


le-054 


2291 


M16553 


i 


Human tissue factor mRNA, complete cds, with an Alu 
repeat in the 3' untranslated region. 


5e-055 


S 2292 


D 10522 


;Homo sapiens mRNA for 80K-L protein, complete cds 


5e*-055 


2293 


Z71621 




H.sapiens Wnt-13 mRNA 


5e-055 


\~ ' 2294 


M81104 




Human CD34 mRNA, complete cds. 


4e-055 


( 2295 

* 2296 


D29805 
X04299 


i Human mRNA for beta-l,4-galactosyltransferase, complete 
Human mRNA for liver alcohol dehydrogenase (EC 1.1,1.1) 
J gamma 2 subunit from ADH3 locus 


2e-055 


j 

2297JU57715 


jRattus norvegicus FGF receptor activating protein FRAG1 
J(FRAG1) mRNA, complete cds 


2e-055 


I 
i 

i 

i 

_J^9§NM_003 1 50. 1 


jHomo sapiens signal transducer and activator of 
\ transcription 3 (acute-phase response factor) (STAT3) 
jmRNA > :: gb|L29277|HUMAPRF Homo sapiens DNA- 
; binding protein (APRF) mRNA, complete cds. > :: 


2e-056 




;M. musculus mRNA for external transcribed spacer 


2e-057 | 




\ Human nicotinic acetylcholine receptor alpha6 subunit 
J precursor, mRNA, complete cds 


2e-057 


230jjZ63£54 


jH.sapiens CpG island DNA genomic Msel fragment, clone 
184d2, reverse read cpg84d2.rtla 


6e-058 j 
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2302 



ACCESSION 
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* H.sapiens CpG island DNA genomic Msel fragment, clone 

: 22h^ejver^ejead cpg^^^rtla^ ^ 

Rattus norvegicus R^jinteractin^ 
Rattu^^ 




JB03IZ60432 
23041U83590 
"505jU83590 



230&NM 001866.1 



5 Homo sapiens cytochrome c oxidase subunit Vllb (COX7B), 
j nuclear gene encoding mitochondrial protein, mRNA > :: 
jemb|Z14244|HSCOX7BM H.sapiens coxVIIb mRNA for 
I cytochrome c oxidase subunit Vllb 



2309SNM 003295.1 



| Homo sapiens tumor protein, translationally-controlled 1 j 
(TPT1) mRNA > :: emb|Xl 6064|HSTUMP Human mRNA j 



059 



2310D26067 



Hiffl^jm^ gene, partial cds 



9e-060 



231l|NM 003130.1 



.Homo sapiens sorcin (SRI) mRNA > :: 

^gb(^ 



i9e-060 



2312]X93334^ 

™23j|L^5^ 
^23J^H048 
2318tNM 002450.7 



23J.9!NMJ)01866.1 

1 

232JJNM_002 156.1 
~2322!Z97207 



■H.sar^r^nidtc^^ g«irjme_ 



3e-060 



i2e-060 



le 



le-< 



'^JRjat^^SRJNA ~ ™~~L. """"J 

Hc^c^satgieris metetoMoriein lLj^TH^)mRNA > [3e- 
Homo sapiens cytochrome c oxidase subunit Vllb (COX7B),f 
nuclear gene encoding mitochondrial protein, mRNA > :: I 

!emb|Z14244|HSCOX7BM H.sapiens coxVIIb mRNA for 1 

t cytochrome c oxidase subunit Vllb 



060 



061 



:-061 



l4e-062 



^Homc^ L3 



|3e-062 



2323 
~2324 5 



J01415 
D83735" 



;Homo sapiens heat shock 60kD protein 1 chaperonin j 

i**§^ 6 j£^^ „ 

Humaiijr^^ genome |l^-062 

,Homo sapiens mRNA for neutral calponin, complete cds ^4e-063 



2325^NM_001866.1 



Homo sapiens cytochrome c oxidase subunit Vllb (COX7B), 
j nuclear gene encoding mitochondrial protein, mRNA > :: 
jemb|Z14244|HSCOX7BM H.sapiens coxVIIb mRNA for 
cytochrome c oxidase subunit Vllb 



2326X84694 



2327|nM 001910.1 



Hj^apii^ factor Tu-mitochondrial 



Homo sapiens cathepsin E (CTSE) mRNA > :: 
£b|J0^^ 4e- 



4e- 



4e-i 



063 

■063~ 



063 



23281AF007775 



Rattus norvegicus aquaporin-pancreas and liver 



Pe-063 



23291AF007775 



Rattus norvegicus aquaporin-pancreas and liver 



3e-063 



2330^007862^ 

2331SD38112 

1 



2332INM 003002.1 



^Mu£rrms£ulus mm-Mago mRNA, complete cds {3e- 
^oxm^^toc\pnd^dA DNA^cjomplete^gpence 1 le- 



063^ 
063 



2333D38112 



2334SM12759 



| Homo sapiens succinate dehydrogenase complex, subunit ] 
j integral membrane protein (SDHD) mRNA > :: 
[dbj|AB006202|AB006202 Homo sapiens mRNA for 
^y^9S^S!^E.^ ^^k^^^^ "jcOTcjilex II, complete cds 
^Humarijnitc^^ DNA, complete sequence 



I Human Ig J chain gene, exons 3 and 4. 



_ 2335[U07802^ n ^ ____ jHirnT^JTisJ^ gene, corrjjlete^cds. 
^2336f5^ 



Te- 

:i e : 

fie- 



063 L 
063 

063*" 

063 

063 



Table 2A 
Page 59 of 61 



Table 2 A Nearest Neighbor (BlastN vs. GenBank) 



SEQID 

2337 



ACCESSION 

U38253 



DESCRIPTION 



Rattus norvegicus initiation factor eIF-2B gamma subunit 
X (eIF-2B^amma)^^N A^omplete jcds 



P VALUE 



6e-064 



23381M22146 



\ Human scar protein mRNA, complete cds. 



5e-064 



^39[L20681^ 



4e-064 



2340;M14292 



j Human LIHeg repetitive element from the intergenic region 



4e-064 



2341 jNM 003257.1 



jHomo sapiens tight junction protein 1 (zona occludens 1) 
J(TJP1) mRNA > :: gb|L14837|HUMZ01A Human tight 



4e-064 



f ^[Homo sapiens succinate dehydrogenase complex, subunit D, 

j ; integral membrane protein (SDHD) mRNA > :: 

j jdbj[AB006202|AB006202 Homo sapiens mRNA for 

23^[NM_003 002.1 ^c^odirjojn^ complete cds 

^2343^^ 11 

j iH. sapiens MRP RNA gene encoding the RNA component of 

2346iX51867 ^ RNase MRP 

J '2347|X5^04^^ " 



2e-064 



2e-064 



le-064 



le-064 



7e-065 



) l^m^v^^^^^pS^ protein^ 



2349^1720796 



2350JX79201 
Y35lfU34584" 



T 



H^rnensjnl^^ protease-like protein 

;Rattu^^ Rev^-ErbA-beta mRNA, 

J^Lsjp^ 

[HimranJBcl-^^ (BIK) n^NA, complete cds 



7e-065^ 
6e-065 



2352^Z75894 



2^3jNMj002131.1 
*2354jAF007862 

"235^74297"7 



2356ID11336 



; Human DNA sequence from cosmid U61F10, between 
^rnark^^ 

1 Homo sapiens high-mobility group (nonhistone 
[chromosomal) protein isoforms I and Y (HMGIY) mRNA > 
jj;_emh^^ j 2e-065 

jMusj^ 




l5e-068 



^357iAF007^ 
2358IU74297 



complete cds 

jSus scrofa mRNA for soluble angiotesin-binding protein, 
\ complete cds 



Pe-069 



\ Musjnus^^ 



2e-069 



2e-069 



3e-071 



23^91^^61260 
2360]U92949 ~" 
"236lJ^007775^ 
"2362TAF007775 



*Mus musculus immunosuperfamily protein B12 mRNA, 



5e-073 



Musjnusculus Jbn^rn^motor jxotemJOFC2 rnRNA^ 
IRaJh^^ and liver 



2e-077 
6e-079~ 



Rattus^^ 



8e-082 



: 2363 
; ~2364 


U63840 
U57344 


\ Rattus norvegicus nucleoporin p54 mRNA, complete cds 
iMus musculus homeobox protein Meis3 mRNA, complete 


6e-085 \ 
4e-085 j 


2365 


Z11886 


^M.musculus notch- 1 mRNA 


l5e-087 ; 


2366 


^AF007^62 


jMus musculus mm-Mago mRNA, complete cds 


J2e~089 i 


i 2367 


AF007862 


;Mus musculus mm-Mago mRNA, complete cds 


"tle-092 


2368 
P 2369 


Y11092 
L77991 


iM.musculus mRNA for map kinase interacting kinase, Mnk2 |2e-097 } 
Gallus gallus cyclin-dependent kinase (cdk6) gene, complete |6e-098 \ 


1 2370 


U42386 


jMus musculus fibroblast growth factor inducible gene 14 
{(FIN14) mRNA, complete cds 


! \ 

;e-163 | 


! 

1 2371 


U42386 


jMus musculus fibroblast growth factor inducible gene 14 
) (FIN 14) mRNA, complete cds 


p. _ ^ 
le-160 \ 


i 1 
| 2372 


U423 86 


pviuTmusculus fibroblast growth factor inducible gene 14 
J (FIN 14) mRNA, complete cds 


i i 

ie-144 \ 


L 2373 


AJ000696 


JRattus norvegicus mRNA for a novel kinesin-related protein Je-106 I 


I 2374iAJ000696 


\ Rattus norvegicus mRNA for a novel kinesin-related protein, * e- 1 0 1 i 
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Table 2A Nearest Neighbor (BlastN vs. GenBank) 



SEQID ACCESSION 

2375{AJ660696 



DESCRIPTION 



2376^Z97207 



2377JAJ000696 



2378jAB000172 
T3T9tAB00017i 



2380iU38253^ 
"238irX54352 



j Rattus n^E^gipj^^ 

>Musj^sc e_ lP^ 

jRattuj^ mRNA for a novel kinesin-related protein, ie-122 

i Porcine inRNA fo^endo^eptidase 24Jj5^cc^r^etej;i^ J e- 1 1 8 

- Porcine iaR^ iBll? * 

Rattus norvegicus initiation factor eIF-2B gamma subunit j 

% {^-l^^%w^^^^kK^ complete cds \ e- 1 29 
-M.domesticus MD6 mRNA 



P VALUE 
e-101 



^2382,X14678 i 
l383fX82632 



: Mouse TPA-induced TIS1 1 mRNA 



e-142 
(e-lil 



- Mi^cicutois^ Je- 1 42 



2384!U42385 



2385|U17901 
"2386iU082ir 



jMus musculus fibroblast growth factor inducible gene 16 

j(FIN^^ 

j Rattus norvegicus phospholipase A-2-activating protein 

j(gl#p2^^ 



I 

! 



e-123 



le-116 



JMus musculus Hsp70-related NST-1 (hsr.l) mRNA, 



|e-119 



23871X82632 



IM.fascicularis rnRNA for NAD+-isocitrate dehydrogenase ) e- 1 48 



2388IU63840 



jl?^[^^ 



2389IU42385 



|Mus musculus fibroblast growth factor inducible gene 16 
, (FIN 16) mRNA, complete cds 



je-145 



T 



e-149 



_239^m2385^ 
"2392fL77991 



jMus musculus fibroblast growth factor inducible gene 16 



2393jU81045_ 

239^m7901_ 
2396ID30666 



jGallujyg^ cauTglete ;e-103 
j Cricetulus gri^eusaldo-keto r£^c^sej^NA^cjornplete cds |e-l 15 
j Raj^mRJ^ cds 1 e- 1 3 9 

(Rattus norvegicus phospholipase A-2-activating protein ( 
' (r^p2inRN Aj^comr^te^cds. 



*e-135 



: RatjnRJsL^or toin^yj-CoA jynfetase II, complete cds \ e- 1 26 
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Table 5 







Library Pair A,B 


A 


B 


A/B 


B/A 


1 


734646 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) (Colon Tumor Tissue 
vs. Colon Metastasis) 


14 


o 


14.22 








15,16 (Normal Colon vs. Colon Tumor Tissue) (Normal Colon vs. 
Colon Tumor Tissue) 


0 


14 




13.25 


2 


400221 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


2 


6.87 




3 


205329 






























15,16 (Normal Colon vs. Colon TumoT Tissue) 


178 


7 


26.88 








15,17 (Normal Colon Tissue vs. Colon Metastasis) (Normal Colon 
Tissue vs. Colon Metastasis) 


178 


1 


191.06 








18,19 (Normal Colon Tissue vs. Colon Tumor) (Normal Colon Tissue 
vs. Colon Tumor) 


21 


0 


24 








1 s,2U (Normal Colon 1 issue vs. Colon Metastasis) (Normal Colon 


91 

Z I 








4 


446680 






























— — - : : 

15,1 / (Normal Colon 1 issue vs. Colon Metastasis) 


zy 


C>4 




1. 1 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) (Normal Lung 
Tissue vs. Lung Tumor Tissue) 


40 


94 




2.33 


5 


1261 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


6 


400258 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




7 


450559 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


11 




5.42 


8 


450959 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


9 




8.51 


9 


451794 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


0 


15.85 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


1 


16.1 




10 


415058 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


11 


31506 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


20 


77 




3.64 






Low Met) 


5 


0 


6.99 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


20 


58 




2.7 


12 


417155 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




13 


448925 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


5 


15 




2.95 


14 


11329 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















1 9,20 (Colon Tumor Tissue vs. Colon Metastasis) (Colon Tumor Tissue 
vs. Colon Metastasis) 


in 


J 


4.4? 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 1 1 

l Vi. 


JO 


J. 1 A 




1 c 

I J 
































~ — : : 

15,17 (Normal Colon lissue vs. Colon Metastasis) 


1 ft 

1 O 


u 


1 O 19 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


O 


u 


A AO 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


I o 


0 


J. 1 / 




lo 


Qouj 






























ui,uz (coion, riign Met vs. coion, i>ow lvieij 


1 


Q 




8,0 / 


1 1 
































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


17 




5.58 


1 o 


/.i4o 1 0 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


Q 

o 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




19 


549722 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5,91 


20 


549722 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


21 


4481 10 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


25 




11.65 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


25 




24.62 


22 


515631 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


23 


1 1881 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




24 


650856 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




25 


A A C\1C\ 1 






























io,i / (colon tumor l issue vs. colon Metastasis) 


17 


1 


17.26 








O,to (Normal colon vs. colon tumor 1 issue) 


1 


1 7 




16.08 


26 


651073 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




97 


1Uj4U 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




28 


648310 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




29 


730336 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,16 (Normal Colon vs Colon Tumor Tissue) 


0 


24 




22.71 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


24 


0 


24.37 




30 


3060 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


17 




4.19 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


4 


3.7 








03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


11 




11.27 


31 


453016 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




33 


185461 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


17 




17.42 


34 


452530 






























15,1 6 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




35 


448925 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


5 


15 




2.95 


36 


1013 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








01,02 (Colon, High Met vs. Colon, Low Met) 


40 


84 




2.28 


37 


6545 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


38 


449891 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8 46 




39 


4045 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


11 




5.96 






03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


1 


9.76 




40 


404475 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


2 


5.59 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


19 


2 


10.2 




41 


650297 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




42 


650493 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




43 


644884 






























1 5,1 7 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




44 


452212 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




45 


402727 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


5 


17 




3.17 


46 


645194 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




47 


447501 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


3 


5.37 




48 


556326 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


49 


447035 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




50 


2551 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




51 


736154 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






1 6,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




52 


452028 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


53 


447441 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


34 


129 




3.53 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 A 

i4 


i in 




3.74 






iy,zu (^oion lumor i issue vs. i_-oion ivieiasiasis^ 


i 


Q 
O 




Ivt.t 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 




jZ 


A 20 




54 


1 1028 






























01,02 (Colon, High Met vs. Colon, Low Met) (Colon, High Met vs. 
Colon, Low Met) 


0 


6 




6.5 


55 


640974 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




56 


555103 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


6 




5.94 


57 


446789 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


5 


3.38 




58 


644884 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




59 


9029 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




60 


419255 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


0 


11.63 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


1 


11.81 




61 


4309 






























01 f)9 (C^n\r\r\ Htoh Mf»t vc Pnlrvn I mi/ MpA 

^^uiuii, nign iviet vs. v^ojon, low ivici^ 


A 






J.JZ 


62 


554069 






























10,1 / ^I^OJOJl J UI IKJi 1 IStiUC Vo. V-^UIUU iVlCUlauiMs^ 


a 

V 






S Ql 

J.V I 


63 


4330 






























03,04 (Breast, High Met vs. Breast, Non-Met) (Breast, High Met vs. 
Breast, Non-Met) 


13 


3 


4.23 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


1 


10 




10.84 


64 


644903 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




65 


549395 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


13 




6.06 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


13 




12.8 


66 


4974 






























01,02 (Colon, High Met vs. Colon, Low Met) 


] 


8 




8.67 


67 


447466 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


155 


5 


32.77 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


16 


1 


18.28 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


155 


2 


83.19 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


16 


o 


13.68 




68 


645073 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




69 


447978 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


70 


607430 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




71 


556198 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


72 


450323 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


73 


21205 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


9 




9.22 


74 


561109 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


75 


446673 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




76 


456026 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


4 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


8 


3.22 




77 


449142 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


1 


9.14 




78 


5830 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


79 


554109 






























15,1 6 (Normal Colon vs. Colon Tumor Tissue) 


15 


2 


7.93 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


11 




5.42 


80 


595506 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


81 


453981 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


43 


258 




5.94 






19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


110 




73.53 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


590 


6 


99.86 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


68 


6 


12.16 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


68 


590 




8.21 






1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


0 


110 




128 69 


82 


642461 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


0 


15.03 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


0 


10.16 




83 


556198 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


84 


2082 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


55 




3.76 






08,09 (Lung, High Met vs. Lung, Low Met) 


7 


38 




3.88 


85 


549435 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


2 


7.4 




86 


2286 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


5 


28 




5.3 






19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


2 


4.86 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


5 


19 




3.54 






18,19 (Normal Colon Tissue vs. Colon Tumor) 


3 


13 




3.79 


87 


2737 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


14 




4.6 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 


88 


728115 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 




16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7 11 
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Table 5 
SEQ | CLST 



Library Pair A,B 



A B 



A/B B/A 



89 



650856 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



6 0 



6.09 



90 



650476 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



7 0 



7.51 



91 



535208 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



6 0 



6.44 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



6 0 



6.34 



92 



733849 



5,16 (Normal Colon vs. Colon Tumor Tissue) 



0 7 



6.62 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



7 0 



7.11 



93 



447978 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



0 8 



7.45 



94 



729483 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



0 6 



5.68 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



6 0 



6.09 



95 



12015 



03,04 (Breast, High Met vs. Breast, Non-Met) 



96 



4747 



0 6 



6.15 



01 ,02 (Colon, High Met vs. Colon, Low Met) 



2 10 



5.42 



97 



4747 



01,02 (Colon, High Met vs. Colon, Low Met) 



2 10 



5.42 



185577 



03,04 (Breast, High Met vs. Breast, Non-Met) 



0 8 



8.2 



99 



4126 



03,04 (Breast, High Met vs. Breast, Non-Met) 



13 1 



12.68 



100 



11456 



01,02 (Colon, High Met vs. Colon, Low Met) 



0 6 



6.5 



101 



729851 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



7 0 



7.11 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



0 7 



6.62 



102 



449849 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



0 6 



5.91 



103 



2490 



08,09 (Lung, High Met vs. Lung, Low Met) 



1 1 



9.78 



01,02 (Colon, High Met vs. Colon, Low Met) 



03,04 (Breast, High Met vs. Breast, Non-Met) 



21 6 



3.23 



14 3 



4.55 



104 



549041 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



0 6 



5.91 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


105 


11881 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




106 


724296 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


128 




121.1 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


128 


0 


129.99 




107 


726173 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




108 


2423 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


14 


0 


13.66 




109 


556250 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


28 




26.49 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


28 


4 


7.11 




110 


643594 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




111 


11881 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




112 


7436 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




113 


2110 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


31 


5 


6.05 




114 


10340 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




115 


643594 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




116 


447035 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




117 


402707 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


118 


645799 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




119 


171511 




























1 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 






1 


5,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


120 


451607 




























1 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 


8.86 
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SEQ 


CLST 


Library Pair A^B 


A 


B 


A/B 


B/A 


121 


3138 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


10 




10.25 


122 


2988 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


11 




5.96 


123 


447326 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




124 


561734 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


125 


454999 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


28 


15 


2 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


28 


11 


2.69 




126 


185652 






























03,04 (Breast, High Met vs Breast, Non-Met) 


0 


7 




7.17 


127 


6725 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




128 


726644 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


18 




17 03 






1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


18 


0 


18.28 




129 


11012 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


130 


726377 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


131 


735326 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




132 


650845 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




133 


9048 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




134 


732254 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


8 




7.92 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




135 


452052 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 




136 


554079 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


10 




4.92 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 


137 


9049 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




138 


1307 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


14 


89 




6.52 


139 


139730 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


140 


7750 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


14 




14.35 


141 


8050 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


142 


725222 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




143 


3275 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


8 


o 


7.81 




144 


7424 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




145 


8953 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


13 




13.32 


146 


8966 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


o 


7 




7.17 


147 


530883 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


148 


6725 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




149 


4439 






























08,09 (Lung, High Met vs. Lung, Low Met) 


10 


2 


6.99 








01,02 (Colon, High Met vs. Colon, Low Met) 


15 


2 


6.92 




150 


648472 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




151 


735346 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




152 


732121 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




153 


650337 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




154 


533588 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




155 


649667 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




156 


394436 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




157 


649354 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




158 


2022 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


5 


15 




3.07 






21,22 (Normal Prostate vs. Prostate Cancer) 


0 


6 




6.1 


159 


561359 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


3 


4.29 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


2 


6.34 




160 


7607 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


3 


4.65 








01,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


4 


3.44 




161 


7750 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


14 




14.35 


162 


410554 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs Colon Tumor Tissue) 


0 


6 




5.68 


163 


2315 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


118 




17.28 






01,02 (Colon, High Met vs. Colon, Low Met) 


25 


4 


5.76 




164 


561734 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


165 


4420 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 








01,02 (Colon, High Met vs. Colon, Low Met) 


1 


10 




10.84 


166 


559663 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


4 


3.96 




167 


7082 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




168 


2315 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


118 




17.28 






01,02 (Colon, High Met vs. Colon, Low Met) 


25 


4 


5.76 




169 


650472 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




170 


6482 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


171 


4584 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


11 




11.93 


172 


453846 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


11 




10.25 


173 


650820 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




174 


642906 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




175 


448805 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


20 




3.28 


176 


649667 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




177 


735786 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


178 


121457 






























08,09 (Lung, High Met vs. Lung, Low Met) 


91 


359 




2.82 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5 12 


179 


372960 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


18 




2.79 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


33 




5.2 


180 


120049 






























15,17 (Normal Colon Tissue vs Colon Metastasis) 


10 


2 


5.37 




181 


648996 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




182 


3765 






























01,02 (Colon, High Met vs. Colon, Low Met) 


19 


6 


2.92 




183 


462642 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 
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v^Aji3 J. 


T ihrarv l*5iit* A Ti 

I^ilUl wl j X all -irl^A* 


A 


B 


A/B 


B/A 


1 84 


727181 






























1 C 1 1? /"\Trvr-mo 1 f'rvlrvn i/c (^/Wnrt Ti irrlfM* Tic cm 
1 J,10 ^lNUITTlal V_,CMUI1 Vs. ^-UlUIl I UIHUI UaSUC^ 








5.68 






1 ft 1 7 ( r\1 nn Tnmr\r T1CC1IP 1 \/c f^rtlrvn IV/Tf^tactn^itA 

1 Uj i / ^V^LJJVJll 1 UliJUl 1 133UC VS. V^VJIVJll lVAC-ldS 1*1313^ 


5 


o 


6.09 




1 9.^ 

1 OJ 
































1 jylO ^INOlTTLaJ v_,UIUII Vs. v_-U£Cm i UflivJi iiaaUC/ 


7 


o 


7.4 








1^17 /^NTi^r^ry^io 1 C~*f\\rtn Ttccii** f"" 1 rVI An Ayf ^t"<act£*ci c*^ 
1 J,l / ^INUITilal V^UlUIl 1 looliC Va. V^LMUll lYlCulalaMaJ 


7 


0 


7.51 




186 


649717 






























1 ft 17 ( t~\] t\i~\ Ti imnr Ticciif» \rc C~* r\1 c\v\ \A f*tactc>Qi ^ 
i (J, i r ^v^iyJtJJJ 1UJI1U1 i J55UC vo. V_>U1\JH IVlCttlStaolS^ 




o 


6.09 




15/ 
































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


o 


n 
u 


^ no 








1 5,1 6 (Normal Colon vs. Colon Tumor Tissue) 


a 
\j 


o 




J.Do 


1 So 


79G1 7^ 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


o 


V 


C. AQ 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


o 
u 


o 




j.Oo 


1 oy 
































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


A 


7 1 1 

/. 1 1 




190 


4420 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 








01,02 (Colon, High Met vs. Colon, Low Met) 


1 


1 A 
10 




10.84 


191 


2420 






























Ui,uz (colon, High Met vs. colon, low Met) 


28 


1 1 


7 1 ^ 




192 


o4a toy 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


o 
o 


A 


C 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


Q 
O 


1 
1 






lyj 
































. 

15,16 (Normal Colon vs. Colon Tumor Tissue) 




o 






194 


639705 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


i a 


A 


1 A ^7 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 Pi 
1 u 


A 


i n 7^ 




195 


551907 






























i j,io ^iNormai coion vs. v^oion lumor iibsucj 


7 


A 
U 


1 4 






JOIJOZ 






























1 77^ ^ : 

15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 7 
1 L 








1 Q7 


jyj jUo 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


198 


499424 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


199 


735477 
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j-fiDrary x air A.,r> 


A 


J> 




U//V 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.1 1 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


V 


-7 

I 




o.oz 




/ j4J /U 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


a 


1 1 
1 1 




i n a i 
1U.41 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 1 


U 


11 1 "7 
11.1/ 






/ /y 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


27 


54 




2.17 






03,04 (Breast, High Met vs. Breast, Non-Met) 


60 


22 


2.66 




202 


649 1 43 






























15,16 (Normal Colon vs. Colon lumor 1 issue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




203 


489 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


58 




4.5 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


58 




4.57 


204 


2994 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


3 


14 




5.06 


205 


2994 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


14 




5.06 


206 


1 1 147 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


207 


549395 






























1 5, 1 7 (Normal Colon Tissue vs. Colon Metastasis) 


2 


13 




6.06 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


13 




12.8 


208 


559806 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


209 


452238 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


210 


225914 






























1 6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


21 1 
































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


212 


1 84725 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




Til 

Z 1 j 


3 J /4U1 






























1 5,1 7 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




214 


455155 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




215 


551117 













Table 5 
Page 14 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


217 


729295 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




218 


450429 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


1 


13.95 




219 


450148 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


220 


380412 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




221 


446614 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




222 


555911 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


21 




9.78 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


21 




20.68 


223 


450828 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


224 


28 






























18,20 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




6.43 






18,19 (Normal Colon Tissue vs. Colon Tumor) 


2 


43 




18.81 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


53 


207 




3.64 






03,04 (Breast, High Met vs. Breast, Non-Met) 


697 


1789 




2.63 






19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


43 


11 


2.92 




225 


446450 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


3 


3.88 




226 


452026 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


35 


14 


2.64 




227 


643594 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




228 


1905 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


21 




3.25 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


229 


651073 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




230 


553705 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


0 


12.68 




231 


521840 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




232 


648689 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




233 


447858 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




234 


556198 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


235 


394436 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




236 


639651 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




237 


499424 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


238 


468109 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




239 


185701 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


240 


451811 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




241 


730670 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


242 


172013 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




243 


449142 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


1 


9.14 




244 


446964 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


245 


414739 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


14 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


14 




6.52 


246 


641124 






























15,17 (Norma) Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




247 


555702 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


2 


5.81 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


248 


549435 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


2 


7.4 




249 


643954 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




250 


5984 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


251 


560526 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


252 


411113 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


253 


7607 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


4 


3.44 








01,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


3 


4.65 




254 


559409 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


255 


650053 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


1 


10.57 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




256 


448511 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


26 




8.07 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


26 




6.4 


257 


642142 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


11 




5.2 


258 


470462 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




259 


431601 






























18,20 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


7.69 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


28 


9 


3.34 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


28 


6 


4.93 








08,09 (Lung, High Met vs. Lung, Low Met) 


5 


0 


6.99 




260 


421431 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




261 


284586 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




262 


556198 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


263 


431601 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















18,20 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


7.69 








08,09 (Lung, High Met vs. Lung, Low Met) 


5 


0 


6.99 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


28 


6 


4.93 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


28 


9 


3.34 




264 


449891 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




265 


556561 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


10 




9.32 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


10 




9.85 


266 


554188 






























1 5,1 6 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




267 


3247 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


1 


20 




21.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


26 




3.66 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


26 




6.06 


268 


546705 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


269 


560984 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


270 


455820 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


271 


643129 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




272 


454653 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


17 




5.28 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


5 


17 




3.35 


273 


456549 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


274 


454806 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




275 


724296 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


128 




121.1 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


128 


0 


129.99 




276 


559280 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


277 


171511 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








1 5,1 6 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


278 


644242 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




279 


734370 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


11 




10.41 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




280 


639459 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




281 


641679 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




282 


64461 1 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




283 


550038 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


284 


452567 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


14 




4.6 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


21 


3 


7.4 




285 


411113 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


286 


650749 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




287 


558899 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




288 


452986 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




289 


393197 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




290 


499424 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


291 


21669 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


292 


640590 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




293 


549936 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


294 


448770 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




295 


559280 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


296 


648934 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




297 


452685 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


5 


3.17 




298 


456549 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


299 


446614 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




300 


559280 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


301 


446673 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




302 


562550 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


303 


467288 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




304 


463824 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




305 


393197 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




306 


407077 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


307 


499424 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


308 


554500 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




309 


730143 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 





Table 5 
Page 20 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


310 


595506 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


311 


2334 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


312 


647444 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




313 


380291 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




314 


644849 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




315 


449457 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


316 


446673 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




317 


549069 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


56 




4.82 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


36 




3.05 


318 


728884 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


319 


415058 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


320 


553955 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


321 


455820 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


322 


549617 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


323 


449831 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9.85 


324 


451580 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


325 


558899 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




326 


562292 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


327 


5830 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




328 


8953 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


13 




13.32 


329 


8012 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




330 


185718 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


331 


729851 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


332 


185597 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


8 




8.2 


333 


9887 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




334 


725825 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




335 


6545 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


336 


21205 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


9 




9.22 


337 


8867 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




338 


729295 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




339 


730430 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 






1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




340 


7072 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


1 


9.76 




341 


730533 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


342 


9121 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


343 


11131 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


344 


640116 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


4 


5.02 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


19 


0 


20.39 




345 


730282 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


346 


550571 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


347 


1183 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


4 


71 




19.24 






03,04 (Breast, High Met vs. Breast, Non-Met) 


32 


15 


2.08 




348 


449437 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


3 


4.93 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


12 




3.94 


349 


8966 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


350 


6134 






























18,20 (Normal Colon Tissue vs. Colon Metastasis) 


22 


5 


3.76 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


142 


40 


3.81 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


142 


42 


3.57 








1 9,20 (Colon Tumor Tissue vs. Colon Metastasis) 


22 


5 


3.29 




351 


95700 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


21 




21.52 


352 


7066 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


9 




9.76 


353 


648310 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




354 


730059 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


355 


736014 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




356 


646577 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




357 


732254 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


8 




7.92 


358 


7037 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


9 




9.76 


359 


7037 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


9 




9.76 


360 


6937 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




361 


7572 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 


362 


388085 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


9.51 




363 


2676 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


17 




9.22 


364 


639240 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


9.51 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




365 


650472 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




366 


727789 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


367 


2495 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


27 


5 


5.27 








08,09 (Lung, High Met vs. Lung, Low Met) 


13 


2 


9.08 




368 


732254 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


8 




7.92 


369 


5268 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


15 




16.26 


370 


11881 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




371 


448677 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


1 


11.63 




372 


1876 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


3 


4.88 




373 


3441 
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SEQ 


CLST 


Library Pair A3 


A 


B 


A/B 


B/A 




















01,02 (Colon, High Met vs. Colon, Low Met) 


4 


13 




3.52 






03,04 (Breast, High Met vs. Breast, Non-Met) 


8 


0 


7.81 




374 


726134 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




375 


9048 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




376 


26489 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


8 




8.2 


377 


644205 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




378 


468689 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




379 


638971 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




380 


10274 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


381 


6725 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




382 


2488 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


A 
\J 


o 
o 






383 


8366 






























91 99 rWnrmiil Prn^tatp v« Prn^tatp Canrer^ rMormal Pro^tfltP vs 

Prostate Cancer) 


2 


15 




7.63 






03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


2 


7.32 




384 


502683 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




385 


450914 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


386 


21205 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


9 




9.22 


387 


644205 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




388 


5268 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


15 




16.26 



Table 5 
Page 25 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


389 


8012 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




390 


11270 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




65 


391 


10924 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




393 


3650 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4.88 




394 


1655 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


67 


2 


30.9 








21,22 (Normal Prostate vs. Prostate Cancer) 


116 


51 


2.24 








03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


58 




59.45 


395 


3275 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


8 


0 


7.81 




396 


3355 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


21 


7 


2.93 




397 


2078 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


11 


2 


5.37 




398 


4809 






























08,09 (Lung, High Met vs. Lung, Low Met) 


3 


27 




6.44 






01 ,02 (Colon, High Met vs. Colon, Low Met) 


15 


1 


13.84 




399 


6402 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




400 


555244 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


401 


548965 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


14 




3.45 


402 


4747 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


2 


10 




5.42 


403 


40208 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


404 


14596 






























08,09 (Lung, High Met vs. Lung, Low Met) 


14 


6 


3.26 








03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


17 




17.42 


405 


7110 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


19 




4.87 


406 


7110 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


19 




4.87 


407 


6592 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


1 


11.71 




408 


6455 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




409 


2738 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


4 


3.66 




410 


696 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


37 


13 


2.78 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


24 


87 




3.93 


411 


379186 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




412 


1588 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


95 




6.49 






01 ,02 (Colon, High Met vs. Colon, Low Met) 


45 


19 


2.18 




413 


7007 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


9 




9.76 


414 


9025 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




415 


650749 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




416 


553158 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


417 


641703 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


0 


12.88 




418 


833 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 








08,09 (Lung, High Met vs. Lung, Low Met) 


18 


9 


2.79 








03,04 (Breast, High Met vs. Breast, Non-Met) 


16 


3 


5.2 




419 


649259 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




420 


451179 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


421 


9505 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


3 


15 




5.12 


422 


736728 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


423 


380412 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




424 


642425 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




425 


405073 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








1 5, 1 6 (Normal Colon vs Colon Tumor Tissue) 


6 


0 


6.34 




426 


174250 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


13 




6.4 


427 


726281 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




428 


639029 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




429 


452245 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


12 




1 1.82 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


12 




11.18 


430 


510254 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


17 


1 


17.97 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


431 


642425 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




432 


51939 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


28 


3 


9.87 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


28 


0 


30.05 




433 


7379 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


434 


546632 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


15 


0 


15.23 








23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


3 


34 




11.22 


435 


734827 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


436 


2554 




























( 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


20 


7 


2.79 




437 


643285 




























1 


6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


438 


448770 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




439 


375380 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8 38 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 


440 


726134 






























16,17 (Colon TumoT Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


441 


422687 






























1 6,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


0 


10.16 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


10 




9.46 


442 


448436 






























16,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


20 


2 


10.16 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


4 


20 




4.73 


443 


644893 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




444 


559104 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


445 


551172 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 


446 


724296 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


128 




121.1 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


128 


0 


129.99 




447 


735936 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




448 


556326 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


449 


729699 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




450 


550694 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


21 


7 


3.22 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


21 


1 


22.2 




451 


734738 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


452 


404502 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


453 


554151 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


15 




13.97 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


9 




8.51 


454 


649852 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




455 


734063 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




456 


7279 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


457 


2676 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


2 


17 




9.22 


458 


649148 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




459 


1953 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


48 




12.3 






01,02 (Colon, High Met vs. Colon, Low Met) 


39 


13 


2.77 




460 


650108 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




461 


515350 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


0 


14.8 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


3 


5.01 




462 


402494 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


3 


13 




4.1 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


3 


4.4 




463 


649148 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




464 


833 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


16 


3 


5.2 








08,09 (Lung, High Met vs. Lung, Low Met) 


18 


9 


2.79 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




465 


139730 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


466 


453079 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




467 


546705 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


468 


644903 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




469 


732254 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








1 5,1 6 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


8 




1,92 


470 


561180 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


2 


5.81 




471 


732254 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


8 




1.92 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




472 


449204 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


I 


14 




13.04 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


14 




4.6 


473 


185651 






























03,04 (BTeast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


474 


639029 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




475 


452986 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




476 


729779 






























1 5,1 6 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


O 


8.12 




477 


646248 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




478 


650448 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




479 


642049 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




480 


728273 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


481 


446139 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


0 


13.74 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


12 


0 


13.71 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


0 


13.95 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


12 


0 


10.26 




482 


2783 




























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


5 


40 




8.2 






01,02 (Colon, High Met vs. Colon, Low Met) 


27 


6 


4.15 




483 


642906 






























1 6,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




484 


8332 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




485 


453470 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


1 


12.88 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


1 


12.68 




486 


552277 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


487 


464029 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


489 


649722 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




490 


612572 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




491 


385980 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


27 


12 


2.28 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


12 




5.59 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


27 




12.77 


492 


141185 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




493 


463824 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




494 


446139 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


0 


13.74 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


0 


13.95 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


12 


0 


13.71 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


12 


0 


10.26 




495 


725994 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




496 


736679 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


497 


551718 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


498 


640525 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




499 


645210 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


1 


10.57 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




500 


6567 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




501 


646146 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




502 


4934 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


1 


9 




9.76 


503 


450791 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


18 


6 


3.17 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


18 


3 


6.44 




504 


227936 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


505 


9436 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


15 




3.69 


506 


2557 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


23 


8 


2.65 




507 


11356 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


508 


7571 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 


509 


558116 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5 91 


510 


216574 






























1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


15 


2 


6.41 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


107 


29 


3.96 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


107 


29 


3.9 




511 


455145 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




512 


649148 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




513 


648996 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




514 


304253 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


515 


649717 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




516 


5838 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


9 




9.76 


517 


454050 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 




518 


557903 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


519 


1724 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


24 




4.1 


520 


734803 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


521 


557948 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


522 


5838 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


1 


9 




9.76 


523 


2334 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


524 


450953 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


14 




6.52 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


14 




13.79 


525 


4840 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


18 


6 


2.93 




526 


728421 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




527 


4747 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


10 




5.42 


528 


648934 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8 59 




529 


1787 




























( 


)1,02 (Colon, High Met vs. Colon, Low Met) 


17 


36 




2.3 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


530 


558098 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




531 


1655 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


58 




59.45 






21,22 (Normal Prostate vs. Prostate Cancer) 


116 


51 


2.24 








01,02 (Colon, High Met vs. Colon, Low Met) 


67 


2 


30.9 




532 


158601 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


10 




10.25 


533 


185486 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


13 




13.32 


534 


7110 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


19 




4.87 


535 


2543 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


23 


7 


3.03 




536 


115762 






























21,22 (Normal Prostate vs. Prostate Cancer) 


16 


5 


3.15 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


537 


696 






























01,02 (Colon, High Met vs. Colon, Low Met) 


24 


87 




3.93 






03,04 (Breast, High Met vs. Breast, Non-Met) 


37 


13 


2.78 




538 


1948 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


37 


15 


2.41 




539 


696 






























01,02 (Colon, High Met vs. Colon, Low Met) 


24 


87 




3.93 






03,04 (Breast, High Met vs. Breast, Non-Met) 


37 


13 


2.78 




540 


696 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


37 


13 


2.78 








01,02 (Colon, High Met vs. Colon, Low Met) 


24 


87 




3.93 


541 


380477 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




542 


638799 






























5,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




543 


551982 




























] 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


544 


551982 




























1 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


545 


521840 
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cirri 




Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




546 


561 180 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 1 


2 


5.81 




547 


556245 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


548 


449792 






























19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


5 




6.68 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


3 


13 




4.1 


549 


549722 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


550 


612572 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




551 


551235 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


552 


449701 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


17 


1 


17.26 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


17 




16.08 


553 


375380 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


554 


56940 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7 45 


555 


549160 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


556 


554151 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


15 




13.97 






15,1 6 (Normal Colon vs. Colon Tumor Tissue) 


I 


9 




8.51 


557 


727331 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


558 


551502 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


22 


7 


3.32 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


19 




2.67 


559 


612572 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




560 


701221 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




561 


378041 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 




















1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


4 


3.3 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


13 




12.3 


562 


503491 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




563 


452833 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


564 


640974 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




565 


735326 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




566 


555944 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


567 


447532 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


0 


11.63 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


1 


11.81 




568 


455598 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


569 


555734 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


10 




9.32 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9.85 


570 


446663 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


32 




5.25 






18,20 (Normal Colon Tissue vs. Colon Metastasis) 


1 


8 




9.36 






19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




10.7 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


32 




2.13 


571 


449862 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


572 


549591 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


24 




3.38 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


24 




11.18 


573 


553877 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


574 


553501 




























1 


5,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


1 


14.8 






1 


5,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


3 


5.01 




575 


1905 




























C 


1,02 (Colon, High Met vs. Colon, Low Met) 


7 


21 




3.25 




1 


5,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


576 


446599 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


2 


6.87 




577 


559409 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


578 


551982 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


579 


559057 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


580 


446760 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


22 


7 


3.19 




581 


551502 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


19 




2.67 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


22 


7 


3.32 




582 


446531 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


583 


506744 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


584 


401849 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


15 




14.77 


585 


453848 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


14 




6.62 


586 


456764 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


1 


15.03 




587 


446371 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




588 


406413 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


589 


555103 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


6 




5.94 


590 


735292 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




591 


558534 






























6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


592 


727181 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6 09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


593 


551117 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


594 


464040 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




595 


446371 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




596 


728408 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


12 


0 


12.19 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


12 




11.35 


597 


649259 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




598 


15414 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




838 


599 


639240 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


9.51 




600 


549722 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


601 


561499 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




602 


639029 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




603 


449512 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


14 




13.79 


604 


446987 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




605 


466302 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




606 


553802 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


607 


639662 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




608 


551527 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


609 


730389 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


610 


640974 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




611 


417155 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




612 


417155 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




613 


451784 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


614 


649152 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




615 


450867 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




616 


143436 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


21 


9 


2.5 




617 


549395 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


13 




12.8 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


13 




6.06 


618 


639273 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


951 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




619 


506744 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


74 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


620 


736595 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


621 


230995 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


622 


451784 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


623 


226324 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 


624 


449617 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


18 




2.53 


625 


451092 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


626 


546642 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




627 


553736 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


10 




4.92 


628 


394413 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


113 


3 


39.81 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


21 


0 


17.95 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


21 


2 


12 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


113 


0 


121.29 




629 


556326 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


630 


448606 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


20 




6.21 


631 


394413 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


113 


0 


121.29 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


21 


2 


12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


113 


3 


39.81 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


21 


0 


17.95 




632 


645633 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




633 


551634 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


634 


556326 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


635 


540787 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




636 


648872 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




637 


643804 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




638 


446139 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


0 


13.95 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






18,19 (Normal Colon Tissue vs. Colon Tumor) 


12 


0 


13.71 








18,20 (Normal Colon Tissue vs Colon Metastasis) 


12 


0 


10.26 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


0 


13.74 




639 


640356 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




640 


379186 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




641 


454927 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


14 




4.6 


642 


401849 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


15 




14.77 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




643 


452414 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


17 


0 


17.97 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


17 


0 


18.25 




644 


446789 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


5 


3.38 




645 


189561 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 






08,09 (Lung, High Met vs. Lung, Low Met) 


1 


14 




10.02 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


646 


640323 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




647 


558116 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


648 


468109 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




649 


481441 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


12 


0 


12.19 




650 


449956 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 




651 


727224 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


652 


551907 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




653 


447532 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


0 


11.63 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


1 


11.81 




654 


447532 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


1 


11.81 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


0 


11.63 




655 


558454 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


656 


502683 






























1 5, 1 6 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




657 


446909 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


12 




5.91 


658 


452506 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


659 


449792 






























1 9,20 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


5 




6.68 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


3 


13 




4.1 


660 


549395 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


13 




6.06 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


13 




12.8 


661 


234653 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


18 




2.95 


662 


45391 1 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


663 


452071 






























1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


14 


0 


11.97 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


109 


1 


115.21 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


109 


0 


117 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


14 


0 


16 




664 


451032 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




665 


446680 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


29 


84 




2.7 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


40 


94 




2.33 


666 


641884 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




667 


452800 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


13 




4.04 


668 


461835 
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Library Pair A,B 


A 




A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


14 




3.45 


o /u 
































15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




O / 1 


JJ77JJ 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


3 


47 




15.51 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


24 


0 


24.37 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 




672 


561892 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


0/ j 
































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


x 0/4 


42UO0O 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


675 


9436 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


15 




3.69 


676 


1013 






























01,02 (Colon, High Met vs. Colon, Low Met) 


40 


84 




2.28 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




677 


412364 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




u /o 


44424 






























08,09 (Lung, High Met vs. Lung, Low Met) 


4 


40 




7.16 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


25 


90 




3.35 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


41 


90 




2.16 


o/y 


3944 1 3 






























/ (Normal Colon 1 issue vs. Colon Metastasis) 


113 


0 


121.29 








18,1 y (Normal Colon Tissue vs. Colon Tumor) 


21 


2 


12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


113 


3 


39.81 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


21 


0 


17.95 






449617 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


18 




2.53 


681 


455032 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


682 


185400 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


62 




63.55 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


683 


453911 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


684 


650297 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




685 


185400 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


62 




63.55 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


686 


449512 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


14 




13.79 


687 


44424 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


41 


90 




2.16 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


25 


90 




3.35 






08,09 (Lung, High Met vs. Lung, Low Met) 


4 


40 




7.16 


688 


556216 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


689 


448677 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


1 


11.63 




690 


375380 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 


691 


379341 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


14 




4.35 






08,09 (Lung, High Met vs. Lung, Low Met) 


2 


21 




7.51 


692 


376988 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7,88 


693 


559806 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


694 


550195 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


695 


562221 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




696 


211 






























01,02 (Colon, High Met vs. Colon, Low Met) 


109 


206 




2.05 






03,04 (Breast, High Met vs. Breast, Non-Met) 


121 


43 


2.75 




697 


6751 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


11 




11.27 






08,09 (Lung, High Met vs. Lung, Low Met) 


5 


0 


6.99 




698 


6751 






























08,09 (Lung, High Met vs. Lung, Low Met) 


5 


0 


6.99 








03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


11 




11.27 


700 


2883 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


21 




2.39 


701 


9784 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


702 


649722 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




704 


10340 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




705 


1649 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


1 


14.63 




706 


4325 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




707 


10882 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


20 




3.42 


708 


10342 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




709 


6474 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


710 


10340 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




711 


734723 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


712 


452142 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


2 


5.08 




713 


185432 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


26 




26.65 


714 


11456 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


715 


508892 






























15,17 (Norma] Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


10 




4.92 


716 


67 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


23 


0 


22.44 








01,02 (Colon, High Met vs. Colon, Low Met) 


0 


32 




34.69 


717 


2636 






























08,09 (Lung, High Met vs. Lung, Low Met) 


7 


1 


9.78 








01,02 (Colon, High Met vs. Colon, Low Met) 


8 


19 




2.57 


718 


735028 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




719 


1924 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


8 


21 




2.85 


720 


640116 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


4 


5.02 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


19 


0 


20.39 




721 


6546 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


9 




9.76 


722 


730866 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7 57 


723 


4829 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


724 


546632 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


3 


34 




11.22 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


15 


0 


15.23 




725 


549934 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


3 


3.88 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


20 




6.56 






21,22 (Normal Prostate vs. Prostate Cancer) 


8 


0 


7.87 




726 


649655 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


12 


0 


12.19 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




in 


62016 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


728 


2783 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


27 


6 


4.15 








03,04 (Breast, High Met vs. Breast, Non-Met) 


5 


40 




8.2 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




729 


3876 






























21,22 (Normal Prostate vs. Prostate Cancer) 


9 


26 




2.94 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


14 




4.35 


730 


20036 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


13 




12.11 


731 


644032 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


124 


0 


125.92 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


124 




16.76 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




732 


451636 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


733 


3428 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


0 


19.51 




734 


643954 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




735 


456506 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


17 


7 


2.61 




736 


449269 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


26 


7 


3.99 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


26 


5 


5 5 




737 


732712 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


o 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


o 


7.1 1 




738 


696 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


24 


87 




3.93 






03,04 (Breast, High Met vs. Breast, Non-Met) 


37 


13 


2.78 




739 


456528 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


740 


4043 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


9 




9.76 


741 


3639 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


3 


3.9 




742 


1024 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


292 




299.28 






08,09 (Lung, High Met vs. Lung, Low Met) 


41 


11 


5.21 




743 


1247 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


51 


15 


3.32 




744 


4934 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


9 




9.76 


745 


901 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


56 


5 


10.93 




746 


452726 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




747 


725825 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


748 


456808 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


42 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


42 


1 


42.65 




749 


729295 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




750 


551907 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




751 


551527 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


752 


7098 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




753 


4589 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


14 


2 


6.46 




754 


554812 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


755 


3114 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




756 


6031 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


9 


1 


8.3 




757 


185628 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


758 


24719 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


26 




6.66 






21,22 (Normal Prostate vs. Prostate Cancer) 


4 


14 




3.56 


759 


3428 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


0 


1951 




760 


2676 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


2 


17 




9.22 


761 


649148 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


762 


234605 






























£3,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


17 


5 


3.43 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


39 


14 


2.83 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


32 


14 


2.45 




763 


2224 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


44 


8 


5.37 




764 


185642 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


765 


649655 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


12 


0 


12.19 




766 


2854 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


31 


3 


10.08 




767 


453470 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


1 


12.68 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


1 


12.88 




768 


11012 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


769 


535208 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




770 


448606 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


20 




6.21 


771 


12304 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


5 


17 




3.48 


772 


2756 






























01,02 (Colon, High Met vs. Colon, Low Met) 


28 


8 


3.23 




773 


367 






























08,09 (Lung, High Met vs. Lung, Low Met) 


30 


99 




2.36 






03,04 (Breast, High Met vs. Breast, Non-Met) 


105 


24 


4.27 








01,02 (Colon, High Met vs. Colon, Low Met) 


19 


97 




5.53 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


4 


3.44 




774 


11351 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


775 


6858 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 


776 


7750 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


14 




14.35 


777 


6923 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




778 


11552 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




779 


12448 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


781 


10342 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6 83 




782 


9026 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




783 


10342 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




784 


6455 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




785 


6455 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




786 


3416 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


11 




11.93 


787 


3416 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


11 




11.93 


788 


2889 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


8 


19 




2.57 


789 


7393 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


O 


8 




8.2 


790 


14390 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


43 




22.04 


791 


661 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


77 


10 


7.51 








08,09 (Lung, High Met vs. Lung, Low Met) 


0 


10 




7.16 


792 


452992 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


751 




793 


1943 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


16 


4 


3.9 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


9 


29 




3.49 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


19 




3 


794 


2027 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


35 




2.99 


795 


5482 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















01,02 (Colon, High Met vs. Colon, Low Met) 


1 


8 




8.67 


796 


650493 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




797 


640318 






























15,17 (Norma] Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




798 


646309 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




799 


4316 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


800 


449701 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


17 


1 


17.26 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


17 




16.08 


801 


560367 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


802 


9997 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




803 


649106 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




804 


461835 






























15,1 6 (Normal Colon vs Colon Tumor Tissue) 


7 


o 


7.4 




805 


640590 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




806 


648340 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




807 


554812 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 






1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


808 


447035 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




809 


1208 




























< 


33,04 (Breast, High Met vs. Breast, Non-Met) 


13 


0 


12.68 




810 


3114 




























< 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




811 


3114 




























( 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




812 


734078 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




813 


450323 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


814 


11567 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




815 


11567 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




816 


6660 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




817 


9026 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




818 


185539 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


10 




10.25 


819 


3224 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


17 


2 


7.84 




820 


95700 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


21 




21.52 


821 


4439 






























08,09 (Lung, High Met vs. Lung, Low Met) 


10 


2 


6.99 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


15 


2 


6.92 




822 


3428 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


0 


19.51 




823 


1456 






























01,02 (Colon, High Met vs. Colon, Low Met) 


9 


22 




2.65 






03,04 (Breast, High Met vs. Breast, Non-Met) 


50 


9 


5.42 




824 


11343 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


825 


729206 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


10 




9.46 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


0 


10.16 




826 


558371 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




827 


451589 






























5,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


828 


404475 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


n 


2 


5.59 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


19 


2 


10.2 




829 


734582 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


830 


129119 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8-12 




831 


555244 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


832 


449269 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


26 


7 


3.99 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


26 


5 


5.5 




833 


4609 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


12 




6.5 


834 


640318 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




835 


729851 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


836 


11028 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


837 


643924 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




838 


630259 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




839 


11286 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


840 


185651 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


841 


7379 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


842 


728408 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


12 




11.35 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


12 


0 


12.19 




843 


646309 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




844 


405073 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




845 


185489 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


12 




12.3 


846 


447326 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




847 


11006 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


848 


6863 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


8 




8.67 


849 


11351 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


850 


401553 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




851 


504513 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




852 


645979 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




853 


6923 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




854 


1924 






























01,02 (Colon, High Met vs. Colon, Low Met) 


8 


21 




2.85 


855 


5838 






























01,02 (Colon Hish Met vs Colon T nw Meft 


i 
i 


y 




9.76 


856 


2062 






























13,14 (bFGF Treated HMVEC vs. VEGF-Treated HMVEC) (bFGF 
Treated HMVEC vs. VEGF-Treated HMVEC) 


0 


7 




6.88 






03,04 (Breast, High Met vs. Breast, Non-Met) 


8 


19 




2.43 






01 ,02 (Colon, High Met vs. Colon, Low Met) 


9 


39 




47 


857 


447388 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


142 


4 


38.1 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


18 


0 


20.57 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


18 


0 


15.39 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


142 


2 


75.05 




858 


12419 




























( 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


0 


15 




15.37 


859 


3224 




























( 


>1,02 (Colon, High Met vs. Colon, Low Met) 


17 


2 


7.84 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


860 


5474 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


5 


17 




3.48 






01 ,02 (Colon, High Met vs. Colon, Low Met) 


1 


8 




8.67 


861 


3522 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


12 




4.34 


862 


731785 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


863 


3765 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


19 


6 


2.92 




864 


640323 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




865 


379105 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


866 


448029 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 




867 


650476 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




868 


640525 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




869 


390124 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


18 




2.79 






1 9,20 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


5.98 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


0 


8 




7 


870 


464029 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


871 


468109 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




872 


21669 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


873 


651088 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




874 


2737 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


14 




4.6 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 


875 


556421 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


1 


12.68 




876 


452245 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


12 




11.82 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


12 




11.18 


877 


447539 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




878 


546642 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




879 


236368 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


271 


16 


17.9 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


271 


0 


290.88 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


16 


0 


16.25 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


9 


1 


10.29 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


7.69 




880 


644523 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




881 


729173 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


882 


8315 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




883 


450463 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


31 


13 


2.52 




884 


650856 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6 09 




885 


648109 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




886 


726644 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


18 


0 


18.28 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


18 




17.03 


887 


727224 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


888 


557906 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




889 


502683 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




890 


728408 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


12 




11.35 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


12 


0 


12.19 




891 


647952 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




892 


639991 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




893 


735346 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


894 


102655 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


0 


14.8 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


0 


15.03 








03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


33 




8.46 


895 


553629 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


17 




4.19 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


17 




3.96 


896 


1609 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


58 




20.96 






03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4 88 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


3 


5.37 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


14 


3 


4.74 




897 


641884 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




898 


648872 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




899 


644242 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




900 


63559 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


12 




6.15 


901 


550108 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


37 




5.75 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


19 




3 


902 


374306 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


903 


5838 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


9 




9.76 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


904 


645530 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




905 


649732 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




906 


649143 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




907 


7571 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 


908 


4572 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


11 




5.64 


909 


2147 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


31 


6 


4.77 








03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


2 


5.85 




910 


462659 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




91 1 


727723 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


912 


2636 






























08,09 (Lung, High Met vs. Lung, Low Met) 


7 


1 


9.78 








01,02 (Colon, High Met vs. Colon, Low Met) 


8 


19 




2.57 


913 


500959 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




914 


3428 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


0 


19.51 




915 


734929 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




916 


453592 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


6 


3.35 




917 


15414 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


918 


648959 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


919 


453470 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


l 


12.88 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


l 


12.68 




920 


649272 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




921 


1699 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 






03,04 (Breast, High Met vs. Breast, Non-Met) 


37 


12 


3.01 




922 


649719 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




923 


562805 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


924 


452204 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


3 


13 




4.29 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




925 


549178 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9.85 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


926 


639177 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




927 


562550 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


928 


561807 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


929 


641373 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


0 


16.1 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


3 


5.28 




930 


514418 






























1 6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8 86 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


931 


567078 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


1 


11.17 




932 


643061 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




933 


549160 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


934 


449269 
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v^I-jo J. 


T ihfiit*v Tail* A "R 

1-jlUL 41 jr X <1J J J^.jX» 


A 


B 


A/B 


B/A 




















1 J,i / ^INOI illd.1 V^OIOH I Issue Vs. ^OlOIl IvlcUtsUiSlS/ 


26 


7 


3.99 








1 S 1 ft I t~\t~t~\~> r ± \ c\\f\i> (~^t~\ I t~\t~i T^i iTnr\T* TTtccn^^ 
l»JjlU ^INUlIlltll V^WHJII VS. V,tJHJll 1 UI1KJ1 i laouc ^ 


26 


5 


5.5 




y_>_> 


4s^ns? 

*tJ*_)UOZ 






























1 S 17 fWrrtmfil frtlrvn Twchp folrvn A/Tptfi^ta^i*;^ 

1 J,l / \^V1\J1I lliSUC VS. IVlv^ldSKiSISy 




o 


6.44 








IS 1ft fT\}m~mn1 /~W1.r»« vc /~Vvlon Tumrvr Ticcii*^ 

1J,)U ^i\UiIII<tI ^.WIvJlI VS, K^ULKJll lLllllWl 1 1SSUC/ 


6 


o 


6.34 






418135 






























f'r* t- ' /~ 
lo,17 (C^olon 1 umor 1 issue vs. (--oioti IVletastasisJ 




23 




3 77 






1 S 17 rWnrmfil f^fYlrvn TicciiP v« frilfrti K4ptastn^iO 


1 


23 




21.43 


Q17 

yj / 


Z / OJ 






























\J l y\J£ ^WUlUIlj nJ&ll IVICl VS. ^Olull, LU VV iVlvly 


27 




4.15 








04 fRrp^ct HicrVi M>f vc Rrpnct Non -TVlet\ 

UJ ^v/^ l,L>LC£tSl, 1 11^1 1 VS- Lj1CujL ? liULl IVlvW 


5 


40 




8.2 






1 S 1ft /"Wn-rm-til frOrm \fQ C^r\\f\r\ Tumrvr Ttccilf^ 

ijjio ^i>iOTTriai v-ULun vs. v_uiun luiuui iissuc^ 


5 


o 


6.34 






549435 






























— — — — 

15,16 (Norms! Colon vs. Colon Tumor Tissue) 


14 


z 


7.4 




VjV 


4400 1 4 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


A 
U 


7 1 1 

/.ii 




y4U 


44 y4 / / 






























: 

15jl7 (Normal Colon Tissue vs. Colon Metastasis) 


2 


1 7 
I Z 




s so 


y4 1 


/l S/11Bn 
434joU 






























: 

15,16 (Normal Colon vs. Colon Tumor Tissue) 


-i 

j 


14 
I't 




4 42 


y4Z 


/1SHQ1 A 
40Uy 14 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


n 
U 


0 




S ftft 


y4J 


/ JOoOf 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


u 


0 




■S ftft 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


ft 


fl 
\J 


ft OQ 




QAA 

y44 


/Z /ZZ^t 






























15,16 (Normal Colon vs. Colon lumor lissuej 


o 


g 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 
o 


u 


R 17 
o. 1Z 




y4i> 


A.1A747 






























15,17 (Normal Colon 1 issue vs. Colon Metastasis^ 






6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 




o 


6.34 




946 


sft.?ssri 






























■ " 

16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


o 


5 




5.91 


947 


649148 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




948 


375889 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


949 


449437 
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Library Pair A,B 


A 


XL 
D 


AJt> 


i>/A 






15,16 (Normal Colon vs Colon Tumor Tissue) 


14 


3 


4.93 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


•x 
j 


lz 




j.y4 




AAC\f\AA 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




951 


5553 1 8 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


L 


12 




j.y 1 


952 


456764 






























10,1 / (Colon lumor i issue vs. colon Metastasis) 


1 A 
1U 


1 


1A U 

lU.lo 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 A 

14 


1 






953 


1 1567 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




954 


3522 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


3 


12 




4.34 


955 


456528 






























15 ? 1 6 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


956 


639142 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




957 


446371 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




958 


554742 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


959 


448029 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 




960 


551380 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


14 




3.45 


961 


551527 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


962 


729295 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.1 1 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


963 


1 A CXI A A 

34y /44 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 




D4oyyo 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




965 


447126 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


5 


4.02 





Table 5 
Page 62 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


5 


20 




3.94 


966 


730866 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


967 


420686 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


968 


451753 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


I 


12 




11.88 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


4 


15 




3.55 


969 


451380 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


20 


7 


3.02 




970 


645530 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




971 


554703 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


972 


562835 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


973 


732764 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


974 


556216 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


975 


728779 






























1 5, 1 6 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6 09 




976 


414739 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


14 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


14 




6.52 


977 


551514 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


13 




12.8 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




978 


550107 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


36 


14 


2.72 




979 


726786 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




980 


456747 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




981 


562550 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


982 


549722 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


983 


640525 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




984 


455542 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


985 


9436 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


15 




3.69 


986 


380284 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


9.51 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


1 


9.66 




987 


556260 






























1 6,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


988 


650476 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




989 


554500 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




990 


422375 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


991 


456528 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


992 


644190 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




993 


554080 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


994 


546705 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


995 


558337 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


996 


449269 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


26 


7 


3.99 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


26 


5 


5.5 




997 


645799 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




998 


456506 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


17 


7 


2.61 




999 


218416 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1000 


455820 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1001 


554703 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


1002 


650204 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 




1003 


456808 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


42 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


42 


1 


42.65 




1004 


420686 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


1005 


378373 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1006 


463824 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1007 


24939 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


1008 


556561 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


10 




9.85 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


10 




9.32 


1009 


380406 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


12 




3.94 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


3 


5.64 




1010 


456764 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


1 


15.03 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 




1011 


725703 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




1012 


185465 



























Table 5 
Page 65 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


14 




7.17 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


14 




3.45 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


25 


9 


2.81 




1013 


5830 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1014 


539955 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


24 


0 


24.37 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 








23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


3 


47 




15.51 


1015 


640747 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1016 


500630 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1017 


448511 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


26 




6.4 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


26 




8.07 


1018 


405073 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1019 


641439 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1020 


406092 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


3 


4.29 




1021 


559806 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1022 


380284 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


9.51 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


1 


9.66 




1023 


560700 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1024 


552879 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


14 




6.89 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


2 


5.81 




1025 


640590 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




1026 


641683 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1027 


648934 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1028 


557948 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


1029 


377094 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




1030 


449617 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


18 




2.53 


1031 


978 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


67 


20 


3.6 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


67 


28 


2.53 








03,04 (Breast, High Met vs. Breast, Non-Met) 


78 


23 


3.31 




1032 


607430 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1033 


641837 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


16 


0 


17.17 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


31 


0 


31.48 




1034 


449750 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


28 




27.57 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


28 




6.52 


1035 


646780 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1036 


546642 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




1037 


642906 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1038 


552879 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


14 




6.89 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


2 


5.81 




1039 


644205 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1040 


506744 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1041 


557797 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


16 




5.25 


1042 


640356 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




1043 


462659 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1044 


645633 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1045 


237288 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1046 


454343 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


0 


10.16 




1047 


386543 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


23 




7.55 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


23 




7.14 


1048 


446404 






























18,20 (Normal Colon Tissue vs. Colon Metastasis) 


23 


0 


19.66 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


73 


0 


78.36 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


23 


0 


26.28 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


73 


1 


77.16 




1049 


456528 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1050 


456528 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1051 


452781 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


1052 


551671 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6 52 


1053 


644242 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1054 


561892 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1055 


450429 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


1 


13.95 




1056 


533588 
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Library Pair A,B 


A 

A 


T> 
t> 


Afi> 


Pfc/ A 
1>/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


0 


/.J i 




1057 


553877 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


o 
O 




*7 QQ 

/.oo 


1058 


650195 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


0.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


A A A 

0.44 




1059 


193486 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


u 


/ 






1060 


650195 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,1 6 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1061 


562835 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


1062 


736816 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


1063 


403632 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


1064 


390124 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


0 


8 




7 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


18 




2.79 






1 9,20 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


5.98 




1065 


390124 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


0 


8 




7 






1 9,20 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


5.98 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


18 




2.79 


1066 


422687 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


10 




9.46 






1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


0 


10.16 




1067 


394413 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


21 


2 


12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 13 


3 


39.81 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


113 


0 


121 .29 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


21 


0 


17.95 




1068 


549178 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9 85 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


1069 


453079 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




1070 


463824 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1071 


736595 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1072 


102655 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


33 




8.46 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


0 


15.03 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


0 


14.8 




1073 


448606 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


20 




6.21 


1074 


504513 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1075 


20036 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


13 




12.11 


1076 


530883 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1077 


447126 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


5 


4.02 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


5 


20 




3.94 


1078 


556561 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


10 




9.32 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


10 




9.85 


1079 


455096 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


10 




4.92 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


1080 


549320 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1081 


560984 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1082 


450791 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


18 


6 


3.17 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


18 


3 


6.44 




1083 


16556 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




1084 


402707 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


1085 


557903 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 
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ijiDrary Jrair a 5 i> 


A 


T> 

x> 


A fXi 


U/A 

X>/i\ 


1 AQAi 

lUoO 


4 J I z4J 






























: : 

1 5, 1 7 (Normal Colon Tissue vs. Colon Metastasis) 




7 




6 52 






15,16 (Norms! Colon vs. Colon Tumor Tissue) 


n 
\j 






J.Do 


i ns7 

I Uo / 


4 jZjUO 






























— 7 ; — ; — 7 

15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


A 
\J 


7 zL 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


A 


f. 
o 




qi 


1 nee 
































: : 

15,17 (Normal Colon Tissue vs. Colon Metastasis) 


A 

u 


Q 




O.00 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


o 
y 




o.ao 


i ussy 


/I /tG^QA 

44yj5U 






























13,1o (Normal colon vs. colon lumor tissue) 


10 


4 


A 

4-Z3 




1090 
































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


A 


O 






1091 


97507 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


9 




8.51 


1092 


556216 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1093 


185401 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


63 




64.57 


1094 


3758 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


17 


5 


3.32 




1095 


95700 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


21 




21 .52 


lUVO 


24 /o 






























u^,U4 (tsreast, nign Met vs. tsreast, iNon-Met/ 


17 


-> 






1097 


550267 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


4 


/I A1 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


I 


10. oD 




1098 


1 85652 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


1099 


55798 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


7 1 a a 


cms 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1101 


9784 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


1102 


2245 













Table 5 
Page 71 of 155 



Table 5 









A 


B 


A/B 


B/A 




















A'} A/1 (Tirpoct T-TicrVi \Ar*t \tc Rrpoct M™ \,f q<- \ 
Uj,U £ t ^JcSrcdSX, rllgn IVlcl VS. -DTCablj INOTl-iVlCL^ 


13 


i 

i 


12 68 








ui,uz ^v^oiun, nigfi ivici vs. i^ojon, low lyigi} 


1 7 


77 




2.44 


1 1 f\T> 
I I Vj 


1 1 606 
J 1 DUO 






























0^ 04 f Rrea<5t Hi s^h Met v<; Rrea*it Non-Met ^ 




o 


5.85 




1 104 


2245 






























0^ (\A fRrpnct HioVi Mf*t vc Rrpnst "Nlnn-'Mpt^ 
uj^ut ^DiCaM, rjjgii ivjci vs. oicaai, i^hjii ivici^ 


13 


] 


12.68 








ui,uz ^k/Oiun, nign ivici vs. \^oion, lajw ivicl^ 


12 


77 

£. I 




2.44 


1 1 o^ 


OO 1 1 /Z 






























; ~ 

15,16 (Normal Colon vs. Colon Tumor Tissue) 


i 
i 


1 O 
1 U 




Q A6 

y.*fO 


1 1fiA 
1 iuO 
































— ; : 

15,16 (Normal Colon vs. Colon Tumor Tissue) 


A 
V 


0 




o.Oo 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


f. 

o 


u 






1 107 
1 IU / 


DO 1 / 






























ui,uz ^v^oion, ritgn iviei vs. Loion, low ivieij 


A 

u 


o 




O.J 


1 108 


2478 






























1)0,04 (Breast, High Met vs. Breast, Non-Met) 


17 


5 


3.32 




11 09 


4727 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


19 


0 


18.54 




1 1 I u 


1 OJJ70 






























uo,U4 ^Breast, Hign Met vs. Breast, Non-Met) 


U 


8 




8.2 


1111 
Jill 
































15,16 (Normal Colon vs. Colon Tumor Tissue) 


u 


6 




O.OiS 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


A 
V 


AO 




1 t 1 "2 
































. 1 

15,16 (Normal Colon vs. Colon Tumor Tissue) 


n 
U 


y 




ft < 1 






uo,uv ^Lung, nign iviet vs. LAing, lxjw ivieij 


1 
1 


i 




t A A7 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


A 
U 


o 




o.Oo 


1114 


728131 






























— — — : : 

16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


O 


A 


f> OQ 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


A 


o 




O.Oo 


111^ 
1 1 1 j 
































— — ; ; 

16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


r\ 
U 


o 




o yi 


1 1 u 
1 1 1 0 
































10,1 / ^rVLMIIUtl 1 labile VS. V_-CMUT1 IVIcUAolaSla^ 


12 


7 










15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


2 


634 




1117 


554785 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


1118 


554785 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 






1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


1119 


551235 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1120 


2634 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


48 


0 


46.83 




1121 


548858 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


1122 


15625 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


17 


0 


18.25 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


17 


1 


17.97 




1123 


649259 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1124 


550267 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


1 


15.85 








1 5, 1 7 (Normal Colon Tissue vs. Colon Metastasis) 


15 


4 


4.03 




1125 


7436 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




1126 


451794 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


0 


15.85 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


1 


16.1 




1127 


5744 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1128 


3516 






























01,02 (Colon, High Met vs. Colon, Low Met) 


5 


17 




3.69 


1129 


730555 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1130 


30S5 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


11 




5.64 


1131 


638854 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


32 


11 


3.07 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


32 


0 


34.35 








1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




1132 


7379 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1133 


185562 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




( 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


1134 


452491 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




1135 


646248 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1136 


6056 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




1137 


643103 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1138 


6923 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




1139 


6923 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




1140 


901 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


56 


5 


10.93 




1141 


901 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


56 


5 


10.93 




1142 


367 






























08,09 (Lung, High Met vs. Lung, Low Met) 


30 


99 




2.36 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


4 


3.44 








03,04 (Breast, High Met vs. Breast, Non-Met) 


105 


24 


4.27 








01,02 (Colon, High Met vs. Colon, Low Met) 


19 


97 




5.53 


1143 


4043 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


9 




9.76 


1144 


3299 






























08,09 (Lung, High Met vs. Lung, Low Met) 


10 


1 


13.97 








03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


3 


6.5 




1145 


11881 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5 85 




1146 


9113 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


1147 


185460 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


16 




16.4 


1148 


185716 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


1149 


5753 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


10 




10.84 
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Library Pair A,B 


A 


T> 
J> 


a /n 
AJj> 




1 150 


24939 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




1.51 


1 151 


D4yDES4 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


U 


1 A 11 

1U. /J 




1 152 


642109 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1153 


15035 






























15,16 (Norma] Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8 59 




1 154 


649354 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1155 


4465 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


4 


14 




3.79 


1 156 


647952 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1157 


455601 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




1158 


641901 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1159 


446878 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


12 




11.82 


1160 


7436 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




1 161 


2245 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


12 


27 




2.44 






03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


1 


12.68 




1 162 


3531 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


17 




6.14 


1163 


9625 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


12 




12.3 


1 164 


727489 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


1165 


159925 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


22 




22.55 
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SEQ 


J 


Library Pair A,B 


A 

A 


T> 

r> 


A/i> 


J>/A 


1166 


645210 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1U 


1 


10.57 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 A 


0 


10.73 




1 167 


157629 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


3 


1 o 
15 




6.15 


1 168 


8375 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




1169 


4319 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


14 


0 


13.66 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1170 


4045 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


2 


1 1 




' 5.96 






03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


1 


9.76 




1171 


185642 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


1172 


7436 






























03,04 (Breast, High Met vs Breast, Non-Met) 


9 


1 


8.78 




1173 


3531 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


3 


17 




6.14 


1174 


644776 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




1175 


8354 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




1 176 


2099 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


27 


7 


3.76 




1 177 


449956 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 




1 178 


649106 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1 179 


452414 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


17 


0 


17.97 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


17 


0 


18.25 




1180 


732712 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1181 


185562 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


1182 


3516 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


AJH 


B/A 




















01,02 (Colon, High Met vs. Colon, Low Met) 


5 


17 




3.69 


1183 


1 85562 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


1184 


185460 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


16 




16.4 


1185 


10947 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


8 


0 


7.81 




1186 


452856 






























1 5,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1187 


558767 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




1188 


15035 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




1189 


556421 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


1 


12.68 




1190 


7082 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


0 


9.76 




1191 


452523 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




1192 


3242 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


2 


17 




9.22 


1193 


6660 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




1194 


547 






























01,02 (Colon, High Met vs. Colon, Low Met) 


35 


67 




2.08 






03,04 (Breast, High Met vs. Breast, Non-Met) 


90 


30 


2.93 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 


1195 


121213 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




1196 


4378 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


11 




5.42 






03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


8 




8.2 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


2 


5.81 




1197 


185554 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


1198 


185482 
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SEQ 


CLST 


Library Pair A,B 


A 




AJB 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


13 




13.32 


1200 


66017 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


8 




8.2 


1201 


403111 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1202 


3224 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


17 


2 


7.84 




1203 


966 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


22 


47 




2.32 






03,04 (Breast, High Met vs. Breast, Non-Met) 


50 


19 


2.57 




1204 


3639 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


3 


3.9 




1205 


5388 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


5 


21 




4.3 


1206 


3299 






























08,09 (Lung, High Met vs. Lung, Low Met) 


10 


1 


13.97 








03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


3 


6.5 




1207 


23760 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


34 




8.71 


1208 


729384 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1209 


46559 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


30 




15.37 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




1210 


449750 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


28 




6.52 






1 6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


28 




27.57 


1211 


735936 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


1212 


607430 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1213 


452856 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1214 


557903 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


1215 


453112 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


13 




4.27 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


13 




4.04 


1216 


645900 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


7 


0 


7.07 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




1217 


415114 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


0 


10.57 




1218 


418763 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




1219 


2245 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


1 


12.68 








01,02 (Colon, High Met vs. Colon, Low Met) 


12 


27 




2.44 


1220 


403668 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


3 


4.4 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


13 




6.15 


1221 


15427 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


1222 


555714 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


23 


11 


2.21 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


23 


7 


3.53 




1223 


555830 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


16 


2 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


2 


8.46 




1224 


4620 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




1225 


171511 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1226 


451401 






























15,17 (NormaJ Colon Tissue vs. Colon Metastasis) 


9 


1 


9 66 




1227 


447501 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


3 


5.37 




1228 


460445 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1229 


375814 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 
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/it err 


Liibrary rair A ? B 


A 


b 


4 cwy 

A/B 


B/A 


1230 


449356 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


21 




2.79 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


21 




5.17 


1231 


468736 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1232 


548858 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


1233 


3693 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


1234 


642973 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1235 


561180 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


2 


5.81 




1236 


453708 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


19 




18.71 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


19 




17.7 


1237 


645305 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1238 


463487 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


3 


8.59 




1239 


11131 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1240 


561807 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1241 


452800 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


13 




4.04 


1242 


372960 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


18 




2.79 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


33 




5.2 


1243 


4493 1 7 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


5 


20 




3.73 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


20 




2.46 


1244 


730759 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1245 


9113 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


1246 


630259 
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SEQ 


CLST 


Library Pair A^B 


A 


B 


A/B 


B/A 




















15,16 (Norma! Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1247 


3516 






























01,02 (Colon, High Met vs. Colon, Low Met) 


5 


17 




3.69 


1248 


447494 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


26 


8 


3.44 




1249 


554500 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1250 


639662 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1251 


421 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1252 


736014 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1253 


643061 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




1254 


9113 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


1255 


650856 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1256 


476223 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


2 


19 




9.4 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1257 


737088 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1258 


449512 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


14 




13.79 


1259 


449457 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1260 


521901 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1261 


175799 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


3 


4.93 








23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


1 


9 




8.91 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 


1262 


550108 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


19 




3 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


37 




5.75 


1263 


203605 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


17 


7 


2.57 




1264 


450429 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


1 


13.95 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 




1265 


2478 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


17 


5 


3.32 




1266 


644099 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1267 


552614 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1268 


452523 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




1269 


446789 






























1 5,1 6 (Normal Colon vs. Colon Tumor Tissue) 


16 


5 


3.38 




1270 


515631 






























1 5,1 6 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1271 


452523 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




1272 


640116 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


19 


0 


20.39 








1 5,1 6 (Normal Colon vs. Colon Tumor Tissue) 


19 


4 


5.02 




1273 


9113 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


1274 


562221 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




1275 


455972 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1276 


449137 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


3 


18 




5.68 


1277 


5078 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5 68 


1278 


5078 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1279 


4016 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 






01,02 (Colon, High Met vs. Colon, Low Met) 


5 


14 




3.04 


1280 


403111 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1281 


562292 






























1 6,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1282 


403111 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1283 


403111 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1284 


500959 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




1285 


763 






























01,02 (Colon, High Met vs. Colon, Low Met) 


29 


77 




2.88 






03,04 (Breast, High Met vs. Breast, Non-Met) 


42 


10 


4.1 




1286 


763 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


42 


10 


4.1 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


29 


77 




2 88 


1287 


500959 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




1288 


452071 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


109 


0 


117 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


14 


0 


11.97 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


109 


1 


115.21 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


14 


0 


16 




1289 


468672 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


1290 


455492 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




1291 


639667 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




1292 


549829 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1293 


553158 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1294 


561485 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1295 


639352 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1296 


451401 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


1 


9.66 




1297 


643103 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1298 


468736 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1299 


218416 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1300 


447501 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


3 


5.37 




1301 


558371 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




1302 


561794 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1303 


645065 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1304 


451269 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


3 


4.58 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


4 


3.49 




1305 


401553 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1306 


555276 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1307 


551617 






























5,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


9.51 






1 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1308 


463480 




























1 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1309 


549178 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9.85 


1310 


374450 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1311 


562835 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


1312 


730555 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1313 


732978 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1314 


1609 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


3 


58 




20 96 






03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4.88 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


3 


5.37 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


14 


3 


4.74 




1315 


18591 






























08,09 (Lung, High Met vs. Lung, Low Met) 


8 


0 


11.18 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


30 


8 


3.96 




1316 


553158 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1317 


470602 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


1 


12.68 




1318 


639662 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1319 


644721 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1320 


453202 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


1321 


554655 




























1 


5,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1322 


641988 




























1 


5,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1323 


453112 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


13 




4.27 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


13 




4.04 


1324 


550694 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


21 


1 


222 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


21 


7 


3.22 




1325 


649106 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1326 


638973 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


12 


0 


12.19 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1327 


54991 1 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1328 


648774 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1329 


54991 1 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1330 


639662 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1331 


560455 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1332 


735805 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1333 


732712 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1334 


446663 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


32 




2.13 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


32 




5.25 






1 9,20 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




10.7 






1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


1 


8 




9.36 


1335 


226324 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1336 


453016 






























6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 






] 


5,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1337 


550998 




























1 


5,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 



Table 5 
Page 86 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1338 


452414 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


17 


0 


17.97 








15,17 (Normal Colon Tissue vs Colon Metastasis) 


17 


0 


18.25 




1339 


129535 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


41 


1 


44.01 








08,09 (Lung, High Met vs. Lung, Low Met) 


2 


22 




7.87 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


41 


5 


8.67 




1340 


447089 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1341 


447850 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1342 


556216 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1343 


452523 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




1344 


44424 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


41 


90 




2.16 






08,09 (Lung, High Met vs. Lung, Low Met) 


4 


40 




7.16 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


25 


90 




3.35 


1345 


648872 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1346 


451636 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1347 


5078 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1348 


403111 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1349 


648959 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


751 




1350 


380291 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1351 


380291 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1352 


230995 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6 62 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1353 


562221 






























15,16 (Normal Colon vs Colon Tumor Tissue) 


8 


0 


8.46 




1354 


450959 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


9 




8.51 


1355 


452833 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1356 


550195 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


1357 


448927 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


12 




5.59 


1358 


551514 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


13 




12.8 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




1359 


549829 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1360 


551514 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


13 




12.8 


1361 


561485 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1362 


453846 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


11 




10.25 


1363 


69863 






























08,09 (Lung, High Met vs. Lung, Low Met) 


3 


23 




5.49 






03,04 (Breast, High Met vs. Breast, Non-Met) 


3 


21 




7.17 


1364 


727181 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1365 


454050 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 




1366 


725994 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1367 


1495 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


31 


12 


2.52 




1368 


5665 
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Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


0 


12.68 




1369 


5665 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


0 


12 68 




1370 


646146 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1371 


8371 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1372 


73812 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


12 




12.3 


1373 


4242 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


17 


0 


16.59 




1374 


5482 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


1 


8 




8.67 


1375 


5474 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


8 




8.67 






03,04 (Breast, High Met vs. Breast, Non-Met) 


5 


17 




3.48 


1376 


5448 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


10 




10.84 


1377 


7607 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


3 


4.65 








01,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


4 


3.44 




1378 


555928 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1379 


4046 






























01,02 (Colon, High Met vs. Colon, Low Met) 


4 


14 




3.79 


1380 


554080 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


1381 


451092 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


1382 


551380 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


14 




3.45 


1383 


546642 




























1 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




1384 


1764 




























C 


3,04 (Breast, High Met vs. Breast, Non-Met) 


27 


4 


6.59 






0 


1 ,02 (Colon, High Met vs. Colon, Low Met) 


25 


8 


2.88 | 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1385 


650773 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6 44 




1386 


644205 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1387 


185718 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


1388 


5538 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 






03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




1389 


7546 






























01,02 (Colon, High Met vs. Colon, Low Met) 


8 


0 


7.38 




1390 


727789 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1391 


3837 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




1392 


380477 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1393 


3299 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


3 


6.5 








08,09 (Lung, High Met vs. Lung, Low Met) 


10 


1 


13.97 




1394 


448853 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 


1395 


736701 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


10 


0 


10.1 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1396 


735296 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1397 


13666 




























( 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


1 


9 




9.22 


1398 


732712 




























1 


5,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 




1 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1399 


3765 




























0 


1,02 (Colon, High Met vs. Colon, Low Met) 


19 


6 


2.92 




1400 


185596 
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SEQ CLST 



Library Pair A,B 



A B 



A/B I B/A 



[03,04 (Breast, High Met vs. Breast, Non-Met) 



03 ,04 (Breast, High Met vs. Breast, Non-Met) 



16 



3.9 



1 15,16 (Normal Colon vs. Colon Tumor Tissue) 



19 



[01,02 (Colon, High Met vs. Colon, Low Met) 



29 



1 16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



10 



5.08 



1 15,16 (Normal Colon vs. Colon Tumor Tissue) 



10 



01,02 (Colon, High Met vs. Colon, Low Met) 



13 



27 



03,04 (Breast, High Met vs. Breast, Non-Met) 



35 



13 



2.63 



03,04 (Breast, High Met vs. Breast, Non-Met) 



35 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



8.12 



[15,16 (Normal Colon vs. Colon Tumor Tissue) 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



1 16,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 



9.14 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



8.59 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



7 11 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



8.59 



[01,02 (Colon, High Met vs. Colon, Low Met) 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



12 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



12 



12.19 



[03,04 (Breast, High Met vs Breast, Non-Met) 



12 



[01,02 (Colon, High Met vs. Colon, Low Met) 



34 



03,04 (Breast, High Met vs. Breast, Non-Met) 



31 



6.05 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



8.12 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



[08,09 (Lung, High Met vs. Lung, Low Met) 



18 



10 



2.52 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


2 


5.85 




1415 


6184 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 


1416 


446404 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


23 


0 


26.28 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


73 


0 


78.36 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


23 


0 


19.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


73 


1 


77.16 




1417 


646825 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




1418 


734929 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1419 


648851 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1420 


640135 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1421 


7443 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


0 


8.78 




1422 


454050 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 




1423 


3765 






























01,02 (Colon, High Met vs. Colon, Low Met) 


19 


6 


2.92 




1424 


648320 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1425 


451269 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


4 


3.49 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


3 


4.58 




1426 


535208 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1427 


728115 






























5,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 




] 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1428 


5240 




























C 


>3,04 (Breast, High Met vs. Breast, Non-Met) 


12 


2 


5 85 






C 


8,09 (Lung, High Met vs. Lung, Low Met) 


18 


10 


2.52 




1429 


909 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















08,09 (Lung, High Met vs. Lung, Low Met) 


34 


4 


11.88 








03,04 (Breast, High Met vs. Breast, Non-Met) 


54 


18 


2.93 




1430 


447697 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


11 




5.2 


1431 


447737 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


6 


3.35 




1432 


651100 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1433 


735477 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1434 


3774 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


12 




13.01 


1435 


646146 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1436 


643931 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1437 


463487 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 




1438 


650097 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1439 


554469 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


3 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


8 


3.17 




1440 


476223 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


2 


19 




9.4 


1441 


8738 






























33,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




1442 


403978 






























>3,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


23 


50 




2.15 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


19 




2.57 


1443 


185539 




























( 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


0 


10 




10.25 


1444 


451811 




























1 


5,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




1445 


140731 
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SEQ | CLST 



Library Pair A3 



B A/B I B/A 



1 15,17 (Normal Colon Tissue vs. Colon Metastasis) 



7.51 



1446 734582 



1 15,16 (Normal Colon vs. Colon Tumor Tissue) 



5.68 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



6 09 



1447 463487 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



8.59 



1448 558719 



1 15,16 (Normal Colon vs. Colon Tumor Tissue) 



3.17 



1449 21669 



[16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



6.89 



1450 470462 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



7.51 



1451 3316 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



5.91 



1452 553728 



16,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 



11 



10.83 



1453 736014 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



5.68 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



6.09 



1454 237288 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



7.51 



[15,16 (Normal Colon vs. Colon Tumor Tissue) 



7.4 



1455 11141 



01,02 (Colon, High Met vs. Colon, Low Met) 



6.5 



1456 556421 



[15,16 (Normal Colon vs. Colon Tumor Tissue) 



12 



12.68 



1457 549435 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



14 



7.4 



1458 448927 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



12 



5.59 



1459 379105 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



7.57 



1460 552614 



1 16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



6.89 



1461 470602 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



12 



12.68 



1 16,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 



8.86 
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SEQ CLST 



Library Pair A,B 



B 



A/B 



B/A 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



16 



[15,16 (Normal Colon vs. Colon Tumor Tissue) 



11 



5.81 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



5.91 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



8.59 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



7.88 



[15,17 (Normal Colon Tissue vs. Colon Metastasis) 



7.45 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



5.91 



115,17 (Normal Colon Tissue vs. Colon Metastasis) 



6.44 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



19 



3.35 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



10 



9.32 



[16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



10 



4.92 



[16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



1 5,16 (Normal Colon vs. Colon Tumor Tissue) 



15 



3.55 



[16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



5.91 



[15,16 (Normal Colon vs. Colon Tumor Tissue) 



35 



14 



2 64 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



7.8 



1 08,09 (Lung, High Met vs. Lung, Low Met) 



16 



11.45 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



7.45 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



73 



78.36 



18,20 (Normal Colon Tissue vs. Colon Metastasis) 



23 



19.66 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



1 8, 1 9 (Normal Colon Tissue vs. Colon Tumor) 



73 



77.16 



23 



26.28 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



1 15, 17 (Normal Colon Tissue vs. Colon Metastasis) 



24 



3.38 



24 



11.18 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1477 


640135 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1478 


646248 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1479 


639705 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


0 


10.57 




1480 


483084 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1481 


464029 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


1482 


428005 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


J 1483 


91178 












1 


















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1 1484 


550571 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1485 


735028 


























i; 




15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1 




16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1 1486 


559409 












1 


















16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1487 


551172 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 


1488 


648872 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1489 


446404 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


23 


0 


26.28 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


23 


0 


19.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


73 


1 


77.16 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


73 


0 


78.36 




1490 


734063 




























] 


6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 






1 


5,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1491 


467991 




























1 


5,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1492 


454050 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 




1493 


734646 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


14 




13.25 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


14 


0 


14.22 




1494 


450192 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1495 


403978 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


23 


50 




2.15 






15,16 (Norma! Colon vs. Colon Tumor Tissue) 


7 


19 




2.57 


1496 


734209 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


1497 


14805 












j 


















16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


10 




4.92 


i 1498 


230995 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1499 


120049 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




1500 


642142 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 








15,16 (Normal Colon vs Colon Tumor Tissue) 


2 


1 1 




5.2 


1501 


403978 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


19 




2.57 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


23 


50 




2.15 


1502 


386543 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


23 




7.14 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


23 




7.55 


1503 


379105 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


1504 


450255 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1505 


730143 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1506 


734209 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




1507 | 401553 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1508 


72979 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


1 


36 




31.5 






19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


36 


4 


6.73 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


46 


311 




6.3 






08,09 (Lung, High Met vs. Lung, Low Met) 


18 


0 


25.15 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


46 


193 




3.97 


1509 


726307 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1510 


230995 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1511 


3524 






























01,02 (Colon, High Met vs. Colon, Low Met) 


21 


6 


3.23 




1512 


8112 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


8 


0 


7.81 




; 1513 


5240 






























08,09 (Lung, High Met vs. Lung, Low Met) 


18 


10 


2.52 








03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


2 


5.85 




= 1514 


447326 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1 1515 


2676 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


2 


17 




9.22 


1 1516 


736701 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


10 


0 


10.1 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1517 


736701 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


10 


0 


10.1 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1518 


8371 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1520 


185542 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


10 




10.25 


1521 


448046 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


12 




11.18 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


12 




3.94 


1522 


185422 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


32 




32.8 


1523 


650448 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1524 


5753 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


10 




10.84 


1526 


1644 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


27 


57 




2.16 






01,02 (Colon, High Met vs. Colon, Low Met) 


11 


33 




3.25 


1527 


4453 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4.88 




1528 


454152 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


It 


3 


3.88 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


U 


1 


11.81 




* *529 


9913 


























i 




03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




t 1530 


1350 












; 


















01,02 (Colon, High Met vs. Colon, Low Met) 


3 


44 




15.9 


1531 


188 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


129 


309 




2.46 






21,22 (Normal Prostate vs. Prostate Cancer) 


71 


166 




2.38 


; 1532 


4471 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


1 


9.76 




= 1533 


2622 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


31 




4.54 


1534 


185465 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


25 


9 


2.81 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


14 




3.45 






03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


14 




7.17 


1535 


19205 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


1536 


185635 




























{ 


33,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


1537 


5289 




























( 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


19 


2 


9.27 




1538 


779 




























( 


)1,02 (Colon, High Met vs. Colon, Low Met) 


27 


54 




2.17 




( 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


60 


22 


2.66 




1539 


779 
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SEQ 


CLST 


Library Pair A 9 B 


A 


B 


A/B 


B/A 






01,02 (Colon, High Met vs. Colon, Low Met) 


27 


54 




2.17 






03,04 (Breast, High Met vs. Breast, Non-Met) 


60 


22 


2.66 




1540 


5289 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


19 


2 


9.27 




1541 


456808 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


42 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


42 


1 


42.65 




1543 


546642 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




1544 


649732 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1545 


5240 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


2 


5.85 




-* 




08,09 (Lung, High Met vs. Lung, Low Met) 


18 


10 


2.52 




•t 1546 


448046 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


12 




11.18 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


12 




3.94 


t 1547 


650476 


























„. 




15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




* 1548 


379341 






























08,09 (Lung, High Met vs. Lung, Low Met) 


2 


21 




7.51 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


14 




4.35 


■- 1549 


401849 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


15 




14.77 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1550 


11452 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1551 


185417 






























08,09 (Lung, High Met vs. Lung, Low Met) 


8 


56 




5.01 






03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


32 




82 


1552 


4471 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


1 


9.76 




1553 


2557 




























< 


)1,02 (Colon, High Met vs. Colon, Low Met) 


23 


8 


2.65 




1554 


3656 




























( 


)1,02 (Colon, High Met vs. Colon, Low Met) 


2 


12 




6.5 


1555 


2327 




























C 


)3,04 (Breast, High Met vs. Breast, Non-Met) 


8 


19 




2.43 




c 


)8,09 (Lung, High Met vs. Lung, Low Met) 


10 


2 


6.99 
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SEQ | CLST 



1556 



449026 



Library Pair A,B 



B 



A/B 



B/A 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



10 



5.37 



1557 



730227 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



6.09 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



5.68 



1558 



650864 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



8.46 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



8.59 



1559 



530774 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



16 



2.98 



1560 



395341 



1 5,16 (Normal Colon vs. Colon Tumor Tissue) 



6.62 



1561 



557906 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



12 



4.23 



1562 



452531 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



11 



5.2 



^ 1563 



559057 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



6.52 



1564 



448046 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



12 



11.18 



16,17 (Colon Tumor Tissue vs. Colon Metastasi s) 



12 



3.94 



1565 



553547 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



5.91 



1566 



4636 



03,04 (Breast, High Met vs. Breast, Non-Met) 



15 



5.12 



1567 



455601 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



10 



10.73 



16,17 (Colon Tumor Tissue vs. Colon Metastasis) 



8.12 



1568 



172013 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



6.34 



1569 



552597 



15,17 (Normal Colon Tissue vs. Colon Metastasis) 



6.52 



1570 



446531 



6,17 (Colon Tumor Tissue vs. Colon Metastasis) 



5.91 



1571 



639352 



5,17 (Normal Colon Tissue vs. Colon Metastasis) 



7.51 



1572 



642604 



15,16 (Normal Colon vs. Colon Tumor Tissue) 



7.4 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


0 


13.2 




1573 


558534 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1574 


556421 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


1 


12.68 




1575 


735477 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1576 


640703 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


0 


10.16 




1577 


643878 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1578 


557797 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


16 




5.25 


1579 


557200 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


] 


10 




9.85 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


1580 


729531 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


o 






5 68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


o 


6.09 




1581 


734554 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1582 


418008 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1583 


558614 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


1584 


452245 






























1 5, 1 7 (Normal Colon Tissue vs. Colon Metastasis) 


1 


12 




11.18 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


12 




11.82 


1585 


449891 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




1587 


6162 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


0 


12.68 




1588 


6162 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


0 


12.68 




1589 


4809 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















08,09 (Lung, High Met vs. Lung, Low Met) 


3 


27 




6 44 






01,02 (Colon, High Met vs. Colon, Low Met) 


15 


1 


13.84 




1590 


3926 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


1591 


185693 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


1592 


641683 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




1593 


11351 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


o 


6 




6.5 


1594 


650864 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




1595 


460445 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


o 


6 




5.91 


1596 


447669 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


4 


16 




3.78 


1597 


227936 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


o 


8 




7.57 


1598 


639459 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 1 


o 


1 1.81 




: 1599 


650195 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


o 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


o 


6.34 




1600 


734793 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


1601 


540787 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


o 


7.4 




1602 


400654 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


I 


8 




7 88 


1603 


731467 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1604 


4045 



























Table 5 
Page 103 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


1 


9.76 








01,02 (Colon, High Met vs. Colon, Low Met) 


2 


11 




5.96 


1605 


447669 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


4 


16 




3.78 


1606 


11351 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1607 


648931 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




1608 


726786 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


1609 


4508 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


1 


12 




13.01 


:: : 1610 


415058 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1611 


450633 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


34 


13 


2 76 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


34 


7 


5.21 




:■ 1612 


736955 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


o 


13 




12.3 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


0 


13.2 




^ 1613 


729851 












1 














i- 




16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


o 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


* 1614 


2512 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




1615 


452704 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


1 


10.57 




1616 


4589 






























01,02 (Colon, High Met vs. Colon, Low Met) 


14 


2 


6.46 




1617 


4727 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


19 


0 


18.54 




1618 


454380 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


3 


14 




4.42 


1619 


553912 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1620 


450004 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


13 




12.3 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


2 


6.6 




1621 


448193 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


2 


5.08 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 


1622 


549591 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


24 




11.18 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


24 




3.38 


1623 


448511 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


26 




8.07 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


26 




6.4 


1624 


335 






























1^,14- \urvjr lreaica riivivcL. vs. v cur- 1 reaiea riivi vcLj 


■i 
j 


1 c 
1 3 




A Q? 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


\l 


10 
JO 




1 
j 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


41 




3.18 






1 Eb,! y (Normal CoJon tissue vs. Colon lumor) 


0 


29 




25.38 






19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


29 


4 


5.42 








ii,Jt ^uinrctiLcu nivi v szk^ va. v cvjf- iicdicu rirvi v 12 ) ^uTiircdicu 
HMVEC vs. VEGF-Treated HMVEC) 


1 


15 




14.69 


1625 


561382 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


2 


6.34 




1626 


3447 






























08,09 (Lung, High Met vs. Lung, Low Met) 


0 


13 




9.3 






01 ,02 (Colon, High Met vs. Colon, Low Met) 


2 


16 




8.67 


1627 


639896 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8,12 




1628 


1353 






























01,02 (Colon, High Met vs. Colon, Low Met) 


39 


13 


2.77 








03,04 (Breast, High Met vs. Breast, Non-Met) 


37 


17 


2.12 




1629 


3031 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


18 




2.79 


1630 


557928 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1631 


4727 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


19 


0 


18.54 




1632 


4046 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


4 


14 




3.79 


1633 


10882 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


20 




3.42 


1634 


646283 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


9.51 




1635 


646283 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


0 


9.51 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




1636 


139516 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


1637 


6184 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 


1638 


6184 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 


1639 


454653 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


5 


17 




3.35 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


17 




5.28 


i 1640 


3309 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


0 


8.78 








08,09 (Lung, High Met vs. Lung, Low Met) 


10 


38 




2.72 


I 1641 


1037 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


22 




5.64 


? 1642 


450665 


























? 




16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


f 1643 


726307 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


= 1644 


447669 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


4 


16 




3.78 


1645 


639651 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1646 


736860 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1647 


553705 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


0 


12.68 




1648 


451375 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


11 




5.2 


1649 


204862 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1650 


530883 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1651 


447539 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1652 


455096 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


10 




4.92 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


1654 


449142 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


1 


9.14 




1655 


557401 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




1656 


418763 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




% 1657 


17649 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




% 1658 


2078 


























s 




03,04 (Breast, High Met vs. Breast, Non-Met) 


11 


2 


5.37 




=. 1659 


640370 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




I 1660 


449269 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


26 


7 


3.99 




f 




15,16 (Normal Colon vs. Colon Tumor Tissue) 


26 


5 


5.5 




f 1661 


639029 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1662 


448677 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


1 


11.63 




1663 


349 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


69 


138 




2.17 






03,04 (Breast, High Met vs. Breast, Non-Met) 


77 


1 


75.13 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1664 


447494 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


26 


8 


3.44 




1665 


551433 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


1666 


414739 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


14 




6.52 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


14 




6.89 


1667 


640525 
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Table 5 



SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1668 


640525 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1669 


233108 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


0 


11.63 




1670 


643594 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1671 


1642 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


28 


5 


5.46 




1672 


643804 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1673 


449701 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


17 




16.08 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


17 


1 


17.26 




1674 


185695 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


1675 


555830 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


2 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


16 


2 


8.59 




1676 


227936 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


1677 


1609 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


58 




20.96 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


15 


3 


5.37 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


14 


3 


4.74 








03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4.88 




1678 


643938 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1679 


3656 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


12 




6.5 


1680 


16576 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


8 




8.2 


1681 


9784 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


1682 


2557 






























01,02 (Colon, High Met vs. Colon, Low Met) 


23 


8 


2.65 




1683 


4620 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




1684 


43642 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1685 


555103 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


6 




5.94 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1686 


643341 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1687 


185531 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


9 




9.22 






08,09 (Lung, High Met vs. Lung, Low Met) 


0 


13 




9.3 


1688 


4045 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


1 1 




5.96 






03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


1 


9.76 




1689 


400258 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1690 


96618 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


13 




3 33 


1691 


646060 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


0 


13.95 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


3 


4.58 




1692 


5665 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


o 


12.68 




1693 


149265 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


16 




16.4 


1694 


727314 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


o 


7.11 




1695 


736349 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1696 


648931 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




1697 


553881 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,1 6 (Normal Colon vs. Colon Tumor Tissue) 


15 


4 


3.96 




1698 


7444 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


0 


8.78 




1699 


150 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


51 


24 


2.07 








08,09 (Lung, High Met vs. Lung, Low Met) 


5 


0 


6.99 




1700 


2889 






























01,02 (Colon, High Met vs. Colon, Low Met) 


8 


19 




2.57 


1701 


730670 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1702 


560984 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1703 


453708 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


19 




18.71 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


19 




17.7 


1704 


48977 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1707 


97507 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


9 




8.51 


1708 


735966 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


7 


0 


7.07 




1709 


35 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


12 




5.59 






03,04 (Breast, High Met vs. Breast, Non-Met) 


386 


1967 




5.22 






08,09 (Lung, High Met vs. Lung, Low Met) 


868 


11 


110.27 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


14 




6.62 


1710 


650195 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1711 


639705 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


0 


10.57 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




1712 


185465 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


14 




3.45 






03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


14 




7.17 






23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


25 


9 


2.81 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1713 


378525 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


1 


9.14 




1714 


2889 






























01,02 (Colon, High Met vs. Colon, Low Met) 


8 


19 




2.57 


1715 


557686 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1716 


735786 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs Colon Metastasis) 


7 


0 


7.11 




1717 


455145 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1718 


639667 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




1719 


446913 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


10 


0 


11.43 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


63 


0 


67.62 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


8.55 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


63 


1 


66.59 




1720 


402494 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


3 


13 




4.1 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


3 


4.4 




1721 


734256 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1722 


734256 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1723 


559362 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


I 


8 




7.88 


1724 


639651 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1725 


419774 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


12 




5.59 


1726 


555318 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


12 




5.91 


1727 


449956 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 




1728 


558427 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


4 


15 




3.55 


1729 


7531 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


1 


8 




8.67 


1730 


446514 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




1731 


456808 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


42 


1 


42.65 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


42 




5.68 


1732 


447035 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




1733 


446913 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


63 


1 


66.59 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


63 


0 


67.62 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


10 


0 


11.43 








18,20 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


8.55 




1734 


446900 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


11 




5.42 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


11 




10.25 


1735 


504513 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1736 


380477 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1738 


8259 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


10 


0 


9.22 








08,09 (Lung, High Met vs. Lung, Low Met) 


13 


49 




2.7 


1739 


8259 






























01,02 (Colon, High Met vs. Colon, Low Met) 


10 


0 


9.22 








08,09 (Lung, High Met vs. Lung, Low Met) 


13 


49 




2.7 


1740 


552968 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


1741 


650845 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1742 


648594 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




1743 


648594 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 




1744 


2796 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


8 


37 




4.74 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1745 


5753 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


10 




10.84 


1746 


734256 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1747 


449580 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


4 


4.23 




1748 


553705 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


0 


12.68 




1749 


730670 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1750 


15035 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 




1751 


394436 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1752 


726810 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1753 


352763 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


10 




9.85 


1754 


3506 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


10 




10.25 


1755 


726377 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1756 


562111 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


13 




64 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


13 




6.06 


1757 


404475 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


2 


5.59 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


19 


2 


10.2 




1758 


13824 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




1759 


558222 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1760 


2834 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






01,02 (Colon, High Met vs. Colon, Low Met) 


8 


22 




2.98 


1761 


453470 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


1 


12.68 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


1 


12.88 




1762 


558682 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


12 




3.94 


1763 


641710 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1764 


640221 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1765 


559057 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1766 


551433 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


1767 


5729 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


10 




10.84 


1768 


352763 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


10 




9 85 


1769 


375651 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




1770 


644032 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


124 


0 


125.92 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


124 




16.76 


1771 


185562 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


1772 


736349 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1773 


638870 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




1774 


649719 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1775 


62016 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1776 


2889 






























01,02 (Colon, High Met vs. Colon, Low Met) 


8 


19 




2.57 


1777 


647135 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















] 5, 17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1778 


8283 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


8 




8.67 


1779 


732121 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1780 


532307 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1781 


6589 






























01,02 (Colon, High Met vs. Colon, Low Met) 


1 


9 




9.76 


1782 


554678 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




1783 


450410 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1784 


643924 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1785 


453719 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 


1786 


451811 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


2 


5.37 




1787 


453059 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




1788 


453457 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1789 


558454 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1790 


417467 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6,52 


1791 


447850 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1792 


557948 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


1793 


452685 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


5 


3.17 




1794 


446964 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


1795 


550318 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


3 


5.28 




1796 


407077 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1797 


650864 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1798 


644721 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1799 


485431 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1800 


651073 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1801 


725811 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1802 


645139 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




1803 


185478 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


14 




14.35 


1804 


1441 






























01,02 (Colon, High Met vs. Colon, Low Met) 


9 


40 




4.82 






03,04 (Breast, High Met vs. Breast, Non-Met) 


38 


16 


2.32 




1805 


640005 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


20 


6 


3.52 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


20 


0 


21.47 




1806 


728273 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1807 


185579 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


8 




8.2 


1808 


724473 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








21,22 (Normal Prostate vs. Prostate Cancer) 


5 


16 




3.25 
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CPA 




Library Jrair A,l> 


A 


TJ 
J> 




U/A 


1809 


559674 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1810 


456026 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


4 


6 34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


8 


3.22 




1 81 1 


549320 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1812 


447338 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1813 


560700 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5 91 


1814 


3070 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1815 


3070 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1816 


380477 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1817 


735040 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1818 


378525 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


1 


9.14 




1819 


284586 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1820 


640276 






























16,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




1821 


3344 






























01,02 (Colon, High Met vs. Colon, Low Met) 


7 


17 




2.63 


1822 


555830 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


2 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


16 


2 


8.59 




1823 


726307 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1824 


416 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


23 




2.72 






21 ,22 (Normal Prostate vs. Prostate Cancer) 


11 


31 




2.87 




15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


22 




2.56 
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SEQ 


CLST 


Library Pair A,B 


A 


a 


A/i> 


B/A 


1825 


2543 






























01,02 (Colon, High Met vs. Colon, Low Met) 


23 


7 


3.03 




1826 


639352 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1827 


453592 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


6 


3.35 




1828 


450633 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


34 


13 


2.76 








1 5, 1 7 (Normal Colon Tissue vs. Colon Metastasis) 


34 


7 


5.21 




1829 


448383 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


1 


13.95 




1830 


648719 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








1 5, 1 6 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




1831 


730655 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1832 


141185 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1833 


640498 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1834 


9029 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


7 


0 


6.46 




1835 


559674 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1836 


555734 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


10 




9.32 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9.85 


1837 


1943 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


16 


4 


3.9 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


9 


29 




3.49 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


19 




3 


1838 


648320 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1839 


558098 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 
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WO 


vIjO J. 


T ihi*ni*v Pair* A Ti 

41 J X Ail rl^lJ 


A 


B 


A/B 


B/A 


1 otu 


dftRft/79 






























1 ft 1 7 f^r^il nil TiimnT Ticcup ve OrVirvn lWptnctneic^l 
lVJ,i / ^v^vjiun iiiiiiUJ l lasuc vs. v -kJ!\Ji i iviciaaLaajdy 


o 


g 




7.88 






1 ^ 1 rMritmol f~^r\\f\x\ \7C ( ' r\\ r~iti Tittn^\t" T"t c c 1 1 \ 

1J 5 1 U ^INvJl 1 LlCll v^flLfJi VS. V^LHUIi 1 U1IJU1 ilSSUv^/ 




o 


6.34 




1 841 
































1 ft 17 / (~* r\\r\n Turner Ticciia \/c C^f\\nr\ fiA f»tactc»ei 
1Q,1 / v^t/lUIl lUlHVl 1 1SSUC Vy V^UlUll lVlCUlMaSlSJ 


] 


12 




1 1.82 






1^17 /AFr»rtna1 f"V»lr>n Ticcup vc frilnn lWfptn^ffiQi^ 


2 


12 




5.59 


1842 


649722 






























10,1 / ^v^uLun i uniur i issue vs. v^oiun ivicuisuiMS/ 


5 


o 


6.09 








1 J,l / ^INOliTlal ^UlOIl 11SSUC VS. V^OIUII IVlCldblaSlSJ 


g 


Q 


8.59 




1 

1 otj 


jjU/Uo 






























. . 

16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


l 


Q 
O 




7 ftO 
/ .00 


J 544 
































15,17 (Normal Colon Tissue vs. Colon Metastasis) 


I 


ft 


7 ^1 




1 ©/I ^ 
1 o43 


77ft077 






























— : 

16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 1 


\J 


11 17 
11.1/ 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


r\ 
U 


1 t 




1 A A 1 

1U.41 


1 QAA 
































15,17 (Normal Colon Tissue vs. Colon Metastasis) 


A 
0 


V 


ft AA 








1 5,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 






1847 


O 0*7 "T "7 1 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


0 


12.88 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


y 


U 


O 1 A 

y. 14 




1 SMC 
1 545 


AKC\C\C\£ 
4DUUU4 






























■ — - ■ : 

15,16 (Normal Colon vs. Colon Tumor Tissue) 


v 


1 T 




n i 
izo 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 J 


Z 


ft ft 




1 oHV 


ftztQ7^9 
t)4y / JZ 






























: : 

16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


n 
U 


7 1 1 




1 rsh 
































— ; 

16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


n 
u 


o 




3. VI 


1 OJ 1 


ftAft^nQ 






























10,1 / ^v-oiun i uniur i issue vs. VwOiun ivicuisuisisj 


ft 
o 


n 
u 


ft no 




1 8S9 


'fuz / z / 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


J 


1 7 




1 17 
J. 1 / 


I o J J 


AfSiT\f\ 
nOo /JO 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1854 


650422 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


18 


6 


3.17 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


18 


0 


19.32 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1855 


730533 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1 856 


726307 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1857 


450311 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




1858 


450940 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 


1859 


726786 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




1860 


7634 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




1861 


230995 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1862 


374770 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 




1863 


9275 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6 15 


1864 


553860 






























15,17 (Norma) Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


1865 


452010 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


3 


4.4 








15,1 6 (Normal Colon vs. Colon Tumor Tissue) 


3 


13 




4.1 


1866 


649560 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1867 


452704 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


1 


10.57 




1868 


447594 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


11 


2 


6.29 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


20 




3.11 


1869 


555444 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


22 


4 


5.59 








1 5,16 (Normal Colon vs Colon Tumor Tissue) 


2 


22 




10.41 


1870 


736556 
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T .itiTiif v Pair A "R 






A/B 


B/A 




















1 f\ 1 *7 ff^r^l/in Tnmrtr Ticciia i/c r\1 r\r\ TV,>f *»tac facie \ 




o 


8.12 








1 S 1 ft rKTriTTnat CaIciti v? CaIoti Tumor Tt^^upl 


o 


8 




7.57 


1871 


5289 






























0^ CiA ^Rrefi^t T-Ho-n A/fpt vs Rrendt Non-Met 


19 


2 


9.27 




1872 


732121 






























1_>,10 ^INOJ J lid J V^OIUIl VS. V_.UlOIl 1 UIT1UI ILabUej 


o 


7 




6.62 






16,17 {Colon Tumor Tissue vs. Colon Metastasis) 




A 

V 


7.1 1 




1 S7T 

J o/J 
































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


14 










1 5, 1 6 (Normal Colon vs. Colon Tumor Tissue) 


21 


3 


7.4 




1 5 /4 


^ 1 fs.'XA 
DJ 1 O.J4 






























16,17 (Colon Tumor 1 issue vs. Colon Metastasis) 


o 


5 




5.91 


I O / J 


o44uyy 






























: : 

15,17 (Normal Colon Tissue vs. Colon Metastasis) 


O 


A 

u 


0.44 




1876 
































16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


c 
0 


U 


A AO 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


t\ 
V 


O 




O.OO 


1877 


6 J 8802 






























13,1 / (Normal colon i issue vs. colon Metastasis ) 


o 


U 


0-44 




1 <W5 


O40Z5j 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


Q 


A 


y.oo 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


y 


V 


y. Ji 




1 0*70 
































uj,u4 ^tjreasi, riign met vs. tsreast, iMon-iviei^ 


o 


A 
U 


J.OJ 




1 ool) 


ZZZ4 
































44 


g 


5.37 




1 8S1 
150 1 
































15,17 (Normal Colon Tissue vs. Colon Metastasis) 


in 

1VJ 


A 
U 


in 7^ 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


in 

1 V 


| 


10.57 






3KU4/ / 






























: : 

15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


A 






1 

1 OOJ 


4DUoo / 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


/ 


U 


7 A 




1884 


456764 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


1 


15.03 




1885 


641373 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


3 


5.28 
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Library Pair A,B 


A 

A 


TJ 
O 


A AR 
AJI> 


H/ A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 £ 


\J 






1886 


555882 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


yj 


Q 

y 




o.oO 


1 887 


A.A Af\A£L 

644U4o 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 




n 
U 


y.oo 




1 888 


447250 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


if 


& no 




1889 


456596 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


12 




5.59 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


12 




1 1.82 


1890 


2218 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


21 




1 1.38 






03,04 (Breast, High Met vs. Breast, Non-Met) 


I 1 


8 


3.29 








08,09 (Lung, Htgh Met vs. Lung, Low Met) 


5 


0 


6.99 




1891 


A A £ A Cf\ 

446450 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


3 


3.88 




1892 


640889 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1893 


530774 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


5 


16 




2.98 


1894 


649062 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








1 5, 1 6 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1895 


12808 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




1896 


468672 






























15,16 (Normal Colon vs Colon Tumor Tissue) 


6 


0 


6.34 








16,1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


1897 


650773 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1898 


732237 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15^16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1899 


650773 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1900 


550216 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1901 


639189 



























Table 5 
Page 122 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1902 


3447 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


16 




8.67 






08,09 (Lung, High Met vs. Lung, Low Met) 


0 


13 




9.3 


1903 


2012 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


58 




2.97 






01,02 (Colon, High Met vs. Colon, Low Met) 


13 


29 




2.42 


1904 


642876 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




1905 


449690 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


17 




5.58 


1906 


451208 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


3 


5.01 




1907 


725811 






























1 6, 1 7 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1908 


1256 






























08,09 (Lung, High Met vs. Lung, Low Met) 


35 


110 




2.25 






03,04 (Breast, High Met vs. Breast, Non-Met) 


14 


31 




2.27 


1909 


446599 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


2 


6.87 




1910 


446537 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




191 1 


726281 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1912 


11286 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1913 


556082 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9.85 


1914 


97507 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


9 




8.51 


1915 


535955 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9.85 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 


1916 


728251 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6 09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


1917 


733849 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1918 


447574 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1919 


7607 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


3 


4.65 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


4 


3.44 








01,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


1920 


644032 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


124 




16.76 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


124 


0 


125.92 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1921 


454087 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


3 


4.93 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


1 


15.03 




1922 


412364 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1923 


535208 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1924 


644609 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




1925 


645073 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1926 


417467 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1927 


554188 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


634 




1928 


647185 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1929 


736679 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1930 


553547 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1931 


641524 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1932 


649717 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1933 


451041 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1934 


3483 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


20 




7.23 


1935 


500959 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1936 


500959 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




1937 


697 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


30 


72 




2.46 






21,22 (Normal Prostate vs. Prostate Cancer) 


10 


2 


4.92 




1938 


736955 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


0 


13.2 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


13 




12.3 


1939 


554742 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1940 


642973 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




1941 


449437 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


3 


4.93 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


12 




3.94 


1942 


467991 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




1943 


650204 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 




1944 


640618 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1945 


452366 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1946 


640276 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




1947 


554101 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1948 


185432 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


26 




26.65 


1949 


455598 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1950 


649354 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1951 


4408 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


17 




4.36 






08,09 (Lung, High Met vs. Lung, Low Met) 


21 


3 


9.78 




1952 


452366 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6 44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1953 


452366 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




1954 


727331 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1955 


644853 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1956 


554079 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


10 




4.92 


1957 


556245 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1958 


557388 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


2 


6.6 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


13 




12.3 


1959 


449468 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


1960 


556245 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1961 


455327 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


12 




11.18 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 


1962 


546632 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


3 


34 




11.22 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


15 


0 


15.23 




1963 


558762 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


1964 


550818 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


1965 


554079 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


10 




4.92 


1966 


452430 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1967 


452430 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1968 


556082 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


10 




9.85 


1969 


514418 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


1970 


426895 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


18 




8.38 


1971 


560803 






























16,17 (Colon Tumor Tissue vs Colon Metastasis) 


0 


7 




6.89 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1972 


447737 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


6 


3.35 




1973 


373432 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


23 


78 




3.16 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


23 


53 




2.18 






08,09 (Lung, High Met vs. Lung, Low Met) 


3 


49 




11.69 


1974 


779 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


60 


22 


2.66 








01,02 (Colon, High Met vs. Colon, Low Met) 


27 


54 




2.17 


1975 


455327 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


12 




11.18 


1976 


554742 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


1977 


455327 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


12 




11.18 


1978 


11043 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


1979 


727447 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1980 


552905 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


1981 


446900 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


11 




5.42 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


11 




10.25 


1982 


644190 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




1983 


455327 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


12 




11.18 


1984 


422375 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


1985 


422375 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


1986 


530774 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


5 


16 




2.98 


1987 


554101 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


1988 


5268 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


15 




16.26 


1989 


642461 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


14 


0 


15.03 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


0 


10.16 




1990 


770 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


47 


9 


5.1 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


1 


11.81 




1991 


3837 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




1992 


561382 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


2 


6.34 




1993 


4408 






























08,09 (Lung, High Met vs. Lung, Low Met) 


21 


3 


9.78 








03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


17 




4.36 


1994 


5686 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















03,04 (Breast, High Met vs. Breast, Non-Met) 


16 


3 


5.2 




1995 


374609 






























21,22 (Normal Prostate vs. Prostate Cancer) 


1 


9 




9.15 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


1996 


734793 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


1997 


452430 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




1998 


450940 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


1999 


460445 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2000 


549041 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2001 


555276 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2002 


426895 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


18 




8.38 


2003 


1833 






























01,02 (Colon, High Met vs. Colon, Low Met) 


9 


25 




3.01 


2004 


446450 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


3 


3.88 




2005 


650517 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2006 


554785 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


2007 


607430 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2008 


446673 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


1 


8.12 




2009 


734685 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2010 


11630 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















2 1 ,22 (Normal Prostate vs. Prostate Cancer) 


l 


12 




12.2 






03,04 (Breast, High Met vs. Breast, Non-Met) 


3 


13 




4.44 


2011 


2930 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


14 




5.06 


2012 


44424 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


41 


90 




2.16 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


25 


90 




3.35 






08,09 (Lung, High Met vs. Lung, Low Met) 


4 


40 




7.16 


2013 


452052 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


1 


8.59 




2014 


449356 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


21 




2.79 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


4 


21 




5.17 


2015 


726225 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2016 


453708 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


19 




18.71 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


19 




17.7 


2017 


447858 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




2018 


451613 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 


2019 


650337 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2020 


62016 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2021 


447250 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2022 


3837 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




2023 


640614 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


0 


13.2 




2024 


729531 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2025 


729531 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2026 


647952 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2027 


446913 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


63 


1 


66.59 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


8.55 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


10 


0 


11.43 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


63 


0 


67.62 




2028 


2675 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


2 


5.85 




2029 


643481 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2030 


1345 






























2 1 ,22 (Normal Prostate vs. Prostate Cancer) 


18 


6 


2.95 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5 68 






08,09 (Lung, High Met vs. Lung, Low Met) 


44 


27 


2.28 








03,04 (Breast, High Met vs. Breast, Non-Met) 


25 


11 


2.22 




2031 


26 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


62 


0 


60.49 








01,02 (Colon, High Met vs. Colon, Low Met) 


0 


28 




30.36 


2032 


945 






























01,02 (Colon, High Met vs. Colon, Low Met) 


10 


21 




2.28 


2033 


449169 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


2 


8.46 




2034 


394193 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2035 


452212 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2036 


394193 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2037 


1310 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


42 


16 


2.56 








21,22 (Normal Prostate vs. Prostate Cancer) 


15 


2 


7.38 




2038 


734094 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


6 


0 


6.06 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


2039 


646579 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2040 


4471 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


i 


9.76 




2041 


729173 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


2042 


450323 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


2043 


4652 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


16 


2 


7.81 




2044 


553316 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




2045 


642604 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


0 


13.2 




2046 


553316 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




2047 


4097 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


43 




2.2 


2048 


6818 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


8 


3.22 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


10 


2.54 




2049 


395341 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


2050 


649143 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2051 


649143 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2052 


648310 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2053 


447574 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2054 


648931 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




2055 


6878 
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SEQ 


CLST 


Library Pair A3 


A 


B 


A/B 


B/A 






03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


11 




5.64 


2056 


452238 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2057 


1870 






























01,02 (Colon, High Met vs. Colon, Low Met) 


11 


31 




3.06 






03,04 (Breast, High Met vs. Breast, Non-Met) 


12 


3 


3.9 




2058 


559259 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


17 


5 


3.59 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


5 


21 




4.14 


2059 


453457 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


2060 


8868 






























08,09 (Lung, High Met vs. Lung, Low Met) 


5 


0 


6.99 








03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




2061 


453059 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 




2062 


236368 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


9 


1 


10.29 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


271 


0 


290.88 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


7.69 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


271 


16 


17.9 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


16 


0 


16.25 




2063 


453059 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


9.66 




2064 


549979 






























1 6,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


2065 


515631 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2066 


2235 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


36 


12 


2.93 




2067 


448193 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


10 




9.46 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


2 


5.08 




2068 


530774 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


5 


16 




2.98 


2069 


650204 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


0 


11.81 




2070 


644240 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2071 


552614 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


2072 


727331 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2073 


185457 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


18 




18.45 


2074 


454531 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


9 




8.86 


2075 


643485 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


9 


1 


9.51 








15,17 (Normal Colon Tissue vs Colon Metastasis) 


9 


0 


9.66 




2076 


733669 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2077 


452344 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2078 


63602 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2079 


454155 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


2 


6.34 




2080 


549903 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


2081 


515631 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2082 


6878 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


11 




5.64 


2083 


2977 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


4 


3.66 




2084 


553823 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


7 


3.62 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


6 


4.29 




2085 


3070 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2086 


728884 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




2087 


8166 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2088 


644190 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2089 


733669 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2090 


728273 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




2091 


406499 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2092 


557720 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2093 


732050 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


2094 


450867 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 




2095 


650297 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2096 


448064 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


3 


3 88 




2097 


452530 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




2098 


7592 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


2099 


733669 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2100 


11028 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


2101 


1013 






























01,02 (Colon, High Met vs. Colon, Low Met) 


40 


84 




2.28 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2102 


549265 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 




















15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


3 


3.88 




2103 


376600 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6 62 


2104 


643804 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2105 


454927 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


34 




4.6 


2106 


446528 






























15,16 (Normat Colon vs. Colon Tumor Tissue) 


10 


0 


10.57 




2107 


2218 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


21 




11.38 






08,09 (Lung, High Met vs. Lung, Low Met) 


5 


0 


6.99 








03,04 (Breast, High Met vs. Breast, Non-Met) 


27 


8 


3.29 




2108 


452704 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


1 


10 57 




2109 


84895 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


46 


120 




2.57 






08,09 (Lung, High Met vs. Lung, Low Met) 


0 


12 




8 59 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


120 




4.66 


2110 


157629 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


3 


18 




6.15 


2111 


2930 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


14 




5.06 


2112 


7037 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


9 




9.76 


2113 


559806 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2114 


452076 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


11 


1 


11.11 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


20 


7 


2.9 




2115 


454869 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




2116 


559674 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


2117 


2235 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


36 


12 


2.93 




2118 


7545 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 




















01,02 (Colon, High Met vs. Colon, Low Met) 


9 


0 


8.3 




2119 


729173 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




2120 


650448 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2121 


172013 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2122 


651088 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2123 


651088 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2124 


726810 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 




2125 


406499 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2126 


556325 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


2127 


644836 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




2128 


649062 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2129 


454776 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


5 


20 




3.78 


2130 


377579 






























21,22 (Normal Prostate vs. Prostate Cancer) 


25 


53 




2.16 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


13 




6.06 


2131 


728131 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2132 


475203 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


14 




13 04 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


12 




11.35 


2133 


727314 
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SEO 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


2134 


552025 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


6 


3.35 




2135 


561382 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


2 


6.34 




2136 


732579 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2137 


167 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


19 




2.57 


2138 


185585 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


8 




8.2 


2139 


728131 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2140 


475203 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


14 




13.04 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


12 




11.35 


2141 


724616 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


8 




7.57 


2143 


645222 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




2144 


400362 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


35 


117 




3.29 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


21 


117 




5.19 


2145 


646583 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2146 


475203 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


14 




13.04 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


12 




11.35 


2147 


550001 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


2 


5.08 




2148 


640703 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


0 


10.16 




2149 


646583 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2150 


449468 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


2151 


449468 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


ll 




5.12 


2152 


551628 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


38 


5 


8.03 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


38 


13 


3.14 




2153 


449468 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


2154 


417259 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


14 




13.79 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 


2155 


448029 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


1 


10.16 




2156 


524363 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2157 


446531 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2158 


561359 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


2 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


3 


4.29 




2159 


711297 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


11 




10.41 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




2160 


650097 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2161 


495715 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


2162 


734685 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2163 


560515 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2164 


3441 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


8 


0 


7.81 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


4 


13 




3.52 


2165 


729273 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


7 


0 


7.11 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


2166 


557039 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


16 




7.88 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


2 


5.81 




2167 


711297 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


11 




10.41 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




2168 


711297 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


11 




10.41 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11 17 




2169 


2860 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


13 




12.3 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


13 




12.11 






03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


48 




49.2 






01,02 (Colon, High Met vs. Colon, Low Met) 


23 


9 


2.36 




2170 


558534 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


7 




6.89 


2171 


711297 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


11 




10.41 


2172 


378457 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


9 




8.51 


2173 


646583 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2174 


646583 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2175 


1996 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


4 


3.3 








03,04 (Breast, High Met vs. Breast, Non-Met) 


34 


139 




4.19 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


13 




6.15 






08,09 (Lung, High Met vs. Lung, Low Met) 


20 


13 


2.15 




2176 


7962 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




2177 


645139 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


9.14 




2178 


449468 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


11 




5.12 


2179 


9898 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


14 




3.59 


2180 


406499 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2181 


1257 






























01,02 (Colon, High Met vs. Colon, Low Met) 


46 


20 


2.12 








21,22 (Normal Prostate vs. Prostate Cancer) 


6 


42 




7.12 


2182 


549903 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


2183 


557906 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


3 


4.23 




2184 


3538 






























01,02 (Colon, High Met vs. Colon, Low Met) 


18 


5 


3.32 




2185 


3114 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


9 


1 


8.78 




2186 


426895 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


18 




8.38 


2187 


923 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


23 




3.11 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


23 


9 


2.6 




2188 


645194 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2189 


550161 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


4 


15 




3.55 


2190 


650119 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2191 


642142 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


11 




5.2 


2192 


419255 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


1 


11.81 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


0 


11.63 




2193 


552905 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


2194 


511997 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2195 


551434 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


40 


13 


3.25 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


40 


6 


7.16 




2196 


727447 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2197 


378786 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 


2198 


649152 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2199 


18853 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2200 


643481 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2201 


644417 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2202 


726788 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2203 


206 






























08,09 (Lung, High Met vs. Lung, Low Met) 


19 


4 


6.64 








03,04 (Breast, High Met vs. Breast, Non-Met) 


166 


79 


2.05 




2204 


395930 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2205 


185589 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


2206 


1441 






























01,02 (Colon, High Met vs. Colon, Low Met) 


9 


40 




4.82 






03,04 (Breast, High Met vs. Breast, Non-Met) 


38 


16 


2.32 




2207 


14522 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


8 




8.2 


2208 


203605 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


17 


7 


2.57 




2209 


551527 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


2210 


4509 






























08,09 (Lung, High Met vs. Lung, Low Met) 


36 


22 


2.29 








03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


40 




41 


2211 


447737 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


19 


6 


3.35 




2212 


447388 






























18,20 (Normal Colon Tissue vs. Colon Metastasis) 


18 


0 


15.39 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


142 


2 


75.05 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


142 


4 


38.1 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


18 


0 


20.57 




2213 


451932 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


28 


4 


7.51 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


15 


4 


3.81 




2214 


559043 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


50 




4.48 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


54 


11 


5.19 




2215 


380634 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


14 




4.6 


2216 


495715 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


8 




7.88 


2217 


451932 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


28 


4 


7.51 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


15 


4 


3 81 




2218 


447939 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


14 


1 


14.8 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


1 


8 




7.88 


2219 


1181 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


17 


58 




3.5 


2220 


376600 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


7 




6.62 


2221 


234761 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8 59 




2222 


644417 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2223 


639048 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


751 




2224 


11452 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


2225 


452076 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


11 


1 


11.11 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


20 


7 


2.9 




2226 


644523 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2227 


554678 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




2228 


3550 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 




















03,04 (Breast, High Met vs. Breast, Non-Met) 


31 


5 


6.05 




2229 


450311 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




2230 


647280 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




2231 


548858 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


11 




10.83 


2232 


4204 






























01,02 (Colon, High Met vs. Colon, Low Met) 


16 


2 


7.38 




2233 


540690 






























23,24 (Normal Lung Tissue vs. Lung Tumor Tissue) 


0 


8 




7.92 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




2234 


404774 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


11 


3 


3.88 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


11 


1 


11.81 




2235 


557823 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


9 




8.86 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


9 




8.38 


2236 


1458 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


20 


3 


6.5 




2237 


485431 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2238 


2245 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


1 


12.68 








01,02 (Colon, High Met vs. Colon, Low Met) 


12 


27 




2.44 


2239 


3242 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


17 




9.22 


2240 


648747 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2241 


3805 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


17 


3 


5.23 




2242 


475203 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


12 




11.35 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


14 




13.04 


2243 


12018 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


2244 


475203 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 




















15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


12 




11.35 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


14 




13.04 


2245 


3805 






























01,02 (Colon, High Met vs. Colon, Low Met) 


17 


3 


5.23 




2246 


496132 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2247 


650600 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2248 


650749 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2249 


223148 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


9 




8.38 


2250 


449 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


14 




4.35 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


3 


14 




4.42 


2251 


735620 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6 09 




2252 


650600 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2253 


218 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


11 




10.25 






03,04 (Breast, High Met vs. Breast, Non-Met) 


127 


49 


2.53 




2254 


4161 






























08,09 (Lung, High Met vs. Lung, Low Met) 


31 


2 


21.66 








01 ,02 (Colon, High Met vs. Colon, Low Met) 


13 


1 


11.99 




2255 


373202 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


5 


22 




4.1 


2256 


724339 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2257 


113291 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


15 




6.99 


2258 


736753 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


11 




10.41 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




2259 


650600 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 | 



Table 5 
Page 145 of 155 



Table 5 



SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


2260 


451569 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


2261 


1297 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


30 


14 


2.09 




2263 


63602 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


0 


6 




5.91 


2264 


2757 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


4 


16 




4.1 


2265 


373128 






























08,09 (Lung, High Met vs. Lung, Low Met) 


4 


29 




5.19 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 


2266 


641479 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


8 


0 


8.12 




2267 


450380 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


31 




7.22 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


4 


23 




5.44 


2268 


133512 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






18,19 (Normal Colon Tissue vs. Colon Tumor) 


0 


8 




7 


2269 


447211 






























18,20 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


7.69 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


46 


0 


49.38 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


46 


0 


48.62 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


9 


0 


10.29 




2270 


645222 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




2271 


645222 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


11 


0 


11.17 




2272 


17372 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2273 


451619 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


9 


2.82 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


39 




4.27 


2274 


2510 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


1 


12.68 




2275 


643974 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


16 


3 


5.64 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


16 


0 


17.17 




2276 


500630 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 




















16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2277 


3101 






























01,02 (Colon, High Met vs. Colon, Low Met) 


4 


19 




5.15 


2278 


446938 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




2279 


554469 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


3 


8 59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


8 


3.17 




2280 


554469 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


3 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


8 


3.17 




2281 


2894 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






03,04 (Breast, High Met vs. Breast, Non-Met) 


22 


4 


5.37 








08,09 (Lung, High Met vs. Lung, Low Met) 


5 


20 




2.86 


2282 


650600 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2283 


3101 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


4 


19 




5.15 


2284 


554469 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


3 


8.59 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


24 


8 


3.17 




2285 


9910 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




2286 


400608 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


21 


7 


3.22 




2287 


555051 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


9 




8.51 


2288 


185400 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


I 


9 




8.86 






03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


62 




63.55 


2289 


3059 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


16 


3 


5.2 




2290 


647185 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2291 


1669 






























21,22 (Normal Prostate vs. Prostate Cancer) 


0 


34 




34.57 
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CPA 




Library Pair A,B 


A 

A 


r> 
f> 


A/D 


Dl A 






03,04 (Breast* High Met vs. Breast, Non-Met) 


/in 


U 










01,02 (Colon, High Met vs. Colon, Low Met) 


1 1 


TO 

2y 




z.oO 


2292 


7158 






























0j,(J4 (rsreast, High Met vs. tsreast, iNon-Met) 


O 


a 

V 






2293 


496132 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


c. 
0 


V) 


£ 1/1 




2294 


378623 






























1 5, 1 7 (Normal Colon Tissue vs. Colon Metastasis) 


1 
D 


33 




inn 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


J 


z4 




/.D / 






08,09 (Lung, High Met vs. Lung, Low Met) 


1 


16 




1 1.45 


2295 


1257 






























01,02 (Colon, High Met vs. Colon, Low Met) 


46 


2U 


2.12 








21,22 (Normal Prostate vs. Prostate Cancer) 


O 


42 




7.12 


2296 


648499 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


10 


0 


10.73 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


10 


2 


5.28 




2297 


1 85627 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


2298 


640005 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


20 


6 


3.52 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


20 


0 


21.47 




2299 


553462 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


6 


0 


6.34 




2300 


649852 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2301 


A 111 If 

4223/ j 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


2 


1 1 




5.12 


2302 


10910 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


2303 


2737 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


3 


14 




4.6 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


4 


14 




3.26 


2304 


3438 






























Ul ,Uz (Colon, High Met vs. Colon, Low Met) 


5 


14 




3.04 


2305 


3438 






























01,02 (Colon, High Met vs. Colon, Low Met) 


5 


14 




3.04 


2306 


3763 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


19 


6 


2.92 
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SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 


2307 


648966 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2308 


724339 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2309 


451569 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


8 




7.45 


2310 


554109 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


15 


2 


7.93 








16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


2 


11 




5.42 


2311 


380339 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


166 


57 


3.08 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


166 


51 


3.49 








19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


9 


0 


6.73 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


18 


0 


15.39 




2312 


729903 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2313 


45 






























08,09 (Lung, High Met vs. Lung, Low Met) 


374 


1067 




2.04 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


40 


119 




281 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


40 


209 




4.87 






18,19 (Normal Colon Tissue vs. Colon Tumor) 


0 


29 




25.38 






1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


0 


11 




12.87 






03,04 (Breast, High Met vs. Breast, Non-Met) 


649 


1876 




2.96 


2314 


454653 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


3 


17 




5.28 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


5 


17 




3.35 


2315 


11536 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




2316 


373134 






























08,09 (Lung, High Met vs. Lung, Low Met) 


2 


45 




16.1 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


24 


73 




2.83 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


28 


73 




2.57 


2317 


185691 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


6 




6.15 


2318 


234761 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




2319 


724339 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


2320 


732740 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2321 


35895 






























21,22 (Normal Prostate vs. Prostate Cancer) 


6 


19 




3.22 






15,16 (Normal Colon vs. Colon Tumor Tissue) 


1 


13 




12.3 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


0 


13.2 




2322 


133512 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






18,19 (Normal Colon Tissue vs. Colon Tumor) 


0 


8 




7 


2323 


2974 






























01,02 (Colon, High Met vs. Colon, Low Met) 


22 


7 


2.9 




2324 


500 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


89 


22 


3.95 








01,02 (Colon, High Met vs. Colon, Low Met) 


34 


114 




3.64 


2325 


376919 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


24 


61 




2.5 






2 1 ,22 (Normal Prostate vs. Prostate Cancer) 


4 


13 




3.3 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


21 


61 




2.71 


2326 


8403 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




2327 


3643 






























01,02 (Colon, High Met vs. Colon, Low Met) 


6 


19 




3.43 


2328 


447211 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


46 


0 


48.62 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


46 


0 


49.38 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


9 


0 


10.29 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


7.69 




2329 


447211 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


46 


0 


49.38 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


9 


0 


10.29 








1 8,20 (Normal Colon Tissue vs. Colon Metastasis) 


9 


0 


7.69 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


46 


0 


48.62 




2330 


14929 






























08,09 (Lung, High Met vs. Lung, Low Met) 


23 


16 


2.01 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


13 




6.15 


2331 


648934 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


0 


8.46 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


8 


0 


8.59 




2332 


731785 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2333 


639908 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


13 


4 


3.44 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


13 


0 


13.95 




2334 


344577 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


28 


2 


14.22 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


38 


2 


20.39 




2335 


2906 






























01,02 (Colon, High Met vs. Colon, Low Met) 


10 


25 




2.71 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 






03,04 (Breast, High Met vs. Breast, Non-Met) 


2 


15 




7.69 


2336 


446938 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


8 


1 


8.46 




2337 


2493 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


33 


9 


3.58 




2338 


38 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


40 


118 




2.79 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


40 


259 




6.03 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


118 


259 




2.16 






19,20 (Colon Tumor Tissue vs. Colon Metastasis) 


88 


6 


10.97 








18,19 (Normal Colon Tissue vs. Colon Tumor) 


3 


88 




25.67 


2339 


13818 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


6 


0 


5.85 




2340 


8371 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


2341 


402494 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


3 


13 




4.1 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


13 


3 


44 




2342 


731785 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 


2343 


4621 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


11 


1 


10.73 




2344 


9750 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


6 




6.5 


2345 


133512 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


0 


8 




7 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


2346 


162626 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


1 


12 




12.3 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


2347 


730059 






























L5,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


6 




5.68 






16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


6 


0 


6.09 




2348 


2069 






























)1,02 (Colon, High Met vs. Colon, Low Met) 


26 


8 


3 








)8,09 (Lung, High Met vs. Lung, Low Met) 


21 


6 


4.89 








33,04 (Breast, High Met vs. Breast, Non-Met) 


1 


47 




48.17 


2349 


5868 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4.88 




2350 


2683 






























01,02 (Colon, High Met vs. Colon, Low Met) 


3 


22 




7.95 






03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


2 


6.34 




2351 


380409 






























16,17 (Colon Tumor Tissue vs. Colon Metastasis) 


10 


2 


5.08 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


0 


10 




9.46 


2352 


639991 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


6 


0 


6.44 




2353 


535 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


87 


13 


6.53 




2354 


14929 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


13 




6.15 






08,09 (Lung, High Met vs. Lung, Low Met) 


23 


16 


2.01 




2355 


134702 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


2356 


642477 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2357 


14929 






























08,09 (Lung, High Met vs. Lung, Low Met) 


23 


16 


2.01 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


13 




6.15 


2358 


134702 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


2359 


185649 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


7 




7.17 


2360 


10702 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


15 




15.37 


2361 


643955 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


0 


12.88 








15,16 (Normal Colon vs Colon Tumor Tissue) 


12 


0 


12.68 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 


2362 


643955 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


0 


12.88 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


12 


0 


12.68 




2363 


4455 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


1 


12.68 




2364 


185567 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


0 


9 




9.22 


2365 


9115 






























01,02 (Colon, High Met vs. Colon, Low Met) 


0 


7 




7.59 


2366 


14929 






























08,09 (Lung, High Met vs. Lung, Low Met) 


23 


16 


2.01 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


13 




6.15 


2367 


14929 






























08,09 (Lung, High Met vs. Lung, Low Met) 


23 


16 


2.01 








15,16 (Normal Colon vs. Colon Tumor Tissue) 


2 


13 




6.15 


2368 


4181 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


3 


4.88 




2369 


5206 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




2370 


825 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


70 


25 


2.73 








08,09 (Lung, High Met vs. Lung, Low Met) 


13 


3 


6.06 




2371 


825 






























08,09 (Lung, High Met vs. Lung, Low Met) 


13 


3 


6.06 








03,04 (Breast, High Met vs. Breast, Non-Met) 


70 


25 


2.73 




2372 


825 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


70 


25 


2.73 








08,09 (Lung, High Met vs. Lung, Low Met) 


13 


3 


6.06 




2373 


2748 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


26 




14.09 






03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


4 


3.66 




2374 


2748 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


4 


3.66 








01,02 (Colon, High Met vs. Colon, Low Met) 


2 


26 




14.09 


2375 


2748 






























01,02 (Colon, High Met vs. Colon, Low Met) 


2 


26 




14.09 






03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


4 


3.66 




2376 


133512 






























18,19 (Normal Colon Tissue vs. Colon Tumor) 


0 


8 




7 
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SEQ 


CLST 


Library Pair A,B 


A 


B 


A/B 


B/A 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


0 


7 




6.52 


2377 


2748 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


15 


4 


3.66 








01,02 (Colon, High Met vs. Colon, Low Met) 


2 


26 




14.09 


2378 


642477 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2379 


642477 






























15,16 (Normal Colon vs. Colon Tumor Tissue) 


7 


0 


7.4 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


7 


0 


7.51 




2380 


2493 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


33 


9 


3.58 




2381 


5796 






























08,09 (Lung, High Met vs. Lung, Low Met) 


5 


0 


6.99 








03,04 (Breast, High Met vs. Breast, Non-Met) 


14 


3 


4.55 




2382 


3782 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


21 


0 


20.49 




2383 


884 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


51 


20 


2.49 








15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 






21,22 (Normal Prostate vs. Prostate Cancer) 


20 


7 


2.81 








08,09 (Lung, High Met vs. Lung, Low Met) 


10 


63 




4.51 


2384 


5860 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4.88 




2385 


5275 






























01 ,02 (Colon, High Met vs. Colon, Low Met) 


11 


2 


5.07 




2386 


3932 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


1 


12.68 




2387 


884 






























08,09 (Lung, High Met vs. Lung, Low Met) 


10 


63 




4.51 






15,17 (Normal Colon Tissue vs. Colon Metastasis) 


1 


10 




9.32 






03,04 (Breast, High Met vs. Breast, Non-Met) 


51 


20 


2.49 








21,22 (Normal Prostate vs. Prostate Cancer) 


20 


7 


2.81 




2388 


4455 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


13 


1 


12.68 




2389 


5860 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4.88 




2390 


5860 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


10 


2 


4.88 




2391 


372791 
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Table 5 



SEQ 


CLST 


Library Pair A ? B 


A 


B 


A/B 


B/A 




















15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


0 


12.88 




2392 


5206 






























03,04 (Breast, High Met vs. Breast, Non-Met) 


7 


0 


6.83 




2393 


372791 






























15,17 (Normal Colon Tissue vs. Colon Metastasis) 


12 


0 


12.88 




2394 


2846 






























01,02 (Colon, High Met vs. Colon, Low Met) 


8 


19 




2.57 


2395 


5275 






























01,02 (Colon, High Met vs. Colon, Low Met) 


11 


2 


5 07 




2396 


2846 






























01,02 (Colon, High Met vs. Colon, Low Met) 


8 


19 




2 57 
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